# m 



<SPONSOR>593 
<CATEGORY>IM2-06 

<TITLE>Anti-idiotype-cytokine fusion protein for breast cancer therapy. 

<LAST>Tripathi 

<INIT>P.K. 

<UVST>Qin 

<IN1T>H-X. 

<LAST>Xu 

<iNIT>C. 

<LAST>Foon 

<INIT>KA 

<LAST>Bhattacharya-Chatterjee 
<INIT>M. 

<LAST>Chatterjee 
<INIT>S.K. 

<AFFIL>Markey Cancer Center, University of Kentucky, Lexington, KY 40536 
<ABSTRACT>We have generated a murine monoclonal anti-idiotype antibody, 11D10, which mimicks 
biologically and antigenically a distinct and specific epitope of the high molecular weight human milk fat 
globule (HMFG). To augment the immunogenicity of 1 1D10 in vaccinated breast cancer patients, without 
using any carrier protein or adjuvant, we made a chimeric 1 1 D10-GM-CSF fusion protein vaccine. An 
expression plasmid was made by ligation of the sequences of 1 1D10 light chain variable region, upstream 
of human k constant region. The heavy chain plasmid was made by ligation of the heavy chain variable 
region sequences upstream of human y1 constant region CH1 and DNA fragment encoding the mature 
GM-CSF peptide to the 3' to the CH3 exon. P3 plasmocytoma cells were transfected with the light and 
heavy chain vectors by electroporation. Fusion protein was purified from culture media by 
chromatography in protein A columns and was separated on 7.5% non-reducing and 12.5% reducing 
SDS-polyacrylamide gels for western blotting. In non-reducing gel, a single band -180 kd reacted with 
anti-human k, anti-human A1 and anti-GM-CSF antibodies. In the reducing gel, a -74 kd protein reacted 
with anti-human A1 and anti-GM-CSF antibodies. The fusion protein induced proliferation of GM-CSF 
dependent NFS-60 cells and strongly bound to anti-HMFG monoclonal antibody (Ab1). These results 
suggest that the protein is a chimeric anti-idiotype antibody consisting of 11D10 variable domains, human 
k and A1 constant domains. GM-CSF molecule is fused to y1 and is biologically active. Supported in part 
by NIH grant 1 U01 CA 65748. 
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S. Chatterjee 

S ===r== = r=========r============================= S ™ SS ===-==========--== 2 1 79 

Return-Path: <blastmaifflBLASTER.NLH.NIH.GOV> 

Received: from UKCC (NJE origin SMTP3UKCC) byUKCC.UKY.EDU (LHail Vl.2a/1.8a) with BSHTP id 3791; Fri, 
19 Jan 1996 17:33:18 -0500 

Received: from ncbi.nlm.nih.gov by UKCC.uky.edu (IBM VM SMTP V2R3) with TCP; 

Fri, 19 Jan 96 17:33:13 EST 
Received: from blaster.nlm.nih.gov by ncbi.ntm.nih.gov 

id RAA01409; Fri, 19 Jan 1996 17:33:11 -0500 
Received: by blaster.nlm.nih.gov (950511 .SGI .8. 6.12. PATCH526/5.6) 

id RAA09963; Fri, 19 Jan 1996 17:33:09 -0500 
Date: Fri, 19 Jan 1996 17:33:09 -0500 
Message- Id: <199601 192233. RAA09963ablaster.nlm.nih.gov> 
To: SKCHATOOaUKCC.uky.edu 
Subject: Results -BLAST Server 

From: NCBI BLAST E-Mail Server <blastfflncbi .nlm.nih.gov> 

Errors-To: <owner-blastfflncbi .nlm.nih.gov> 

Reply-To: "NCBI BLAST E-Mail Server" <blastancbi .nlm.nih.gov> 



To Obtain Documentation: send an e-mail message to 'blastSncbi .nlm.nih.gov 1 
with the word HELP in the body of the message. The documentation was last 
modified March 18th. 



March 18, 1995 

The BLAST FAQ was updated with the question 033 related to degenerated 
nucleotide code available for the BLAST programs. 



August 8, 1995 

A new server directive ACKNOWLEDGE, has been added to the server. See the 
help file for more details. 



Trying blaster... connected 

National Center for Biotechnology Information (NCBI) 
Experimental GENINFO(R) BLAST Network Service (Blaster) 

Fri Jan 19 17:31:12 EST 1996, Up 30 days, 5:22, 1 user, load: 42.14, 39.23, 35.07 

PEPTIDE SEQUENCE DATABASES 

nr Non-redundant PDB+SwissProt+PIR+SPUpdate+GenPept+GPUpdate, updated daily 
for efficient, complete searches of the five component databases: 
pdb Brookhaven Protein Data Bank, April 1995 Release 

swissprot SUISS-PROT Release 32.0, December 1995 
pir PIR Release 45.0 (complete), June 30, 1995 

spupdate SUISS-PROT cumulative weekly update to the major release 
genpept CDS translations from GenBank(R) Release 92, December 15, 1995 
gpupdate cumulative daily updates to the major release of genpept 

kabatpro Kabat Sequences of Proteins of Immunological Interest, June 1995 

tfd TFD transcription factor (protein) database Release 7.0, June 1993 

alu * Translations of select Alu repeats from REPBASE 

NUCLEOTIDE SEQUENCE DATABASES 

nr Non-redundant PDB+GBUpdate+GenBank+EmblUpdate+EMBL, updated daily 
for efficient, complete searches of the four component databases: 
pdb Brookhaven Protein Data Bank, April 1995 Release 

genbank GenBank(R) Release 92 (no daily updates), December 15, 1995 
gbupdate GenBank(R) cumulative daily updates to the major release 
embl EMBL Data Library, Release 45.0, December 1995 

emblu EMBL Data Library cumulative daily updates to the major release 

vector Vector subset of GenBank(R), February 3rd, 1995 

alu *+ Select Alu repeats from REPBASE 

kabatnuc Kabat Sequences of Nucleic Acid of Immunological Interest, June 1995 
epd Eukaryotic Promoter Database Release 43, June 1995 
dbest + Database of Expressed Sequence Tags (cumulative daily update) 
dbsts + Database of Sequence Tagged Sites Release 1.5, October 26, 1994 



08766350 
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* Databases that are not accessible through the NCBI Retrieve E-mail server. 
+ The TBLASTX program is restricted to searching these databases. 



You can obtain the BLAST documentation files, send a message consisting of 
just the word **help" (without the quotes) to: blastflncbi.nlm.nih.gov 
Last modification dates: August 10th 95 for the E-mail server help, January 
19th 94 for the BLAST manual and March 18th 95 for the BLAST FAQ. 



For a free subscription to "NCBI News", the NCBI newsletter, send a request 
along with your name and postal mailing address to: info3ncbi.nlm.nih.gov 



A new GenBank sequence submission tool, called Banklt, is now available 
through the NCBI's home page on the World Wide Web. The URL is 
http://www.ncbi .nlm.nih .gov/ 



BLASTN 1.4.8MP [20- June- 1995] [Build 08:41:09 Oct 19 1995] 

Reference: Altschul, Stephen F., Warren Gish, Webb Miller, Eugene W. Myers, 
and David J. Lipman (1990). Basic local alignment search tool. J. Mol. Biol. 
215:403-10. 

Notice: this program and its default parameter settings are optimized to find 
nearly identical sequences rapidly. To identify weak similarities encoded in 
nucleic acid, use BLASTX, TBLASTN or TBLASTX. 

Query= 11D10VH.nuc 
(354 letters) 

Database: Non- redundant PDB+GBupdate+GenBank+EMBLupdate+EMBL 

662,343 sequences; 449,479,361 total letters. 
Searching done 



Observed Numbers of Database Sequences Satisfying 
Various EXPECTation Thresholds (E parameter values) 

Histogram units: = 6 Sequences : less than 6 sequences 

EXPECTation Threshold 
(E parameter) 



V Observed Counts- -> 
10000 6848 336 
6310 6512 204 
3980 6308 167 
2510 6141 156 
1580 5985 99 
1000 5886 135 
631 5751 98 
106 
64 
77 
46 



398 5653 

251 5547 

158 5483 

100 5406 

63.1 5360 162 

39.8 5198 41 

25.1 5157 101 

15.8 5056 42 
»>»»»»»»»»» 

10.0 5014 137 

6.31 4877 33 

3.98 4844 59 

2.51 4785 78 

1.58 4707 70 

1.00 4637 83 

0.63 4554 110 

0.40 4444 47 



Expect = 10.0, Observed = 5014 «««<««««« 
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0 25 


4397 


99 


0.16 


4298 


152 


0.10 


4146 


65 


0.063 


4081 


49 


0.040 


4032 


24 


0.025 


4008 


140 


0.016 


3868 


93 


0.010 


3775 


36 


0.0063 


3739 


42 


0.0040 


3697 


45 


0.0025 


3652 


39 


0.0016 


3613 


35 



Smallest 
Sum 



Sequences producing High -scoring Segment Pairs: 



gb|L48668 
gb|L48680 
emb |X64805 
9b 
9b 



MUSY 
MUSAL 
KMAIDHCH 
M17953IMUSIGHXW 
105921 105921 



emb Z22117 MDIGGVBC 



gb 

9b 

gb 
gb 

emb 
emb 
emb 
emb 



M15224 
M15226 
M15225 
M20835 
Z22034 
X59180 
Z25449 
Z25457 



MUSIGLAF 
MUSIGLAH 
MUS I GL AG 
MUSIGKCLP 
MDIGGVAG 
MMIGHT457 
HMIGGCVRE 
MMIGGCVRI 



gb | L082 1 6 1 MUSANTDNAK 
emb | A1 3735 1 A1 3735 
gb M20274 MUSIGHKA 
gb M32037 MUSIGHRK 
gb M28834 HUSIGHALPA 
gb M36225 MUSIGHAEF 
gb U39781 MMU39781 
emb Z25447 I MM I GGCVRD 
emb X65773|MMLB4IHEV 
gb|U23046|MMU23046 
emb|Z12765|MM37F2A 
gb|U10410|MMU10410 
gb|M32036|MUSIGHRJ 
emb|Z68170|MMVAR605 
gb|L08220|MUSANTDNAO 
gb|Ml9292|MUSIGHXK 
emb|Z22028|MDIGGVA0 



gb 
gb 
gb 
emb 
emb 



L24557 
J00493 
M32035 
X75095 



MUSIGHMADQ 
MUSIGHAP 
MUSIGHRI 
MMHCVR1 



Z22088|MDIGGVAR 
gb|M97876|MUSL77lGHV 
gb M61 026 MUSI GHAANN 



emb 
emb 
emb 
emb 

gb 
gb 
gb 
gb 



Z12794 
Z12799 
Z22129 
Z22134 
M64141 
109505 
H31908 
M28251 



MMV20552B 
MMV20652B 
MDIGMVBC 
MDIGMVBF 
MUSIGHNOL 
109505 
MUSIGHRC 
MUSIGHMX 



emb|Z12783|MMV20292B 
gb|M36215|MUSIGHA0V 
emb|A23297|A23297 



Mus musculus (cell line C3H/F2-20) c 
Mus musculus (cell line C3H/F2-3) ch 
M. musculus mRNA for anti-Id mAB 114 
Mouse Ig rearranged H-chain V-region 
Sequence 37 from patent EP 0274394. 
M.domesticus IgG variable region. 
Mouse igM H-chain lambda rearranged 
H-chain lambda rearranged ant i -0ns h 
H-chain lambda rearranged ant i -Ons h 
Mouse IgMk rearranged heavy-chain mR 
M.domesticus IgG variable region. 
Mouse immunoglobulin variable region 
M. musculus immunoglobulin gamma heav 
M. musculus immunoglobulin gamma heav 
Mouse anti-DNA antibody heavy chain 
variable region of a monoclonal anti 
Mouse Ig active gamma chain mRNA V-r 
Mouse Ig H-chain mRNA V-D-J region, 
Mus musculus IgG2a chain (anti -Pseud 
Mouse Ig heavy-chain mRNA V region, 
Mus musculus J 558+ IgM heavy chain m 
M. musculus immunoglobulin gamma heav 
M. musculus DNA for IgE antibody heav 
Mus musculus, clone 2C10 anti-ds-DNA, 
M. musculus mRNA for VH-gen sequence 
Mus musculus recombinant antineurami, 
Mouse Ig H-chain mRNA V-D-J region, 
M. musculus mRNA for immunoglobulin h 
Mouse anti-DNA antibody heavy chain 
Mouse IgG active H-chain gene VDJ2-r 
M.domesticus IgG variable region. 
Mus musculus (S03) monoclonal anti-H 
Mouse Ig active H-chain V-region fro 
Mouse Ig H-chain mRNA V-D-J region, 
M. musculus (A.SU) mRNA for antibody 
M.domesticus IgG variable region. 
Mouse hybridoma Ig rearranged H-chai 
M. musculus Ig rearranged H-chain mRN 
M. musculus mRNA for VH-gen sequence 
M. musculus mRNA for VH-gen sequence 
M.domesticus IgM variable region. 
M.domesticus IgM variable region. 
Mouse Ig active heavy-chain mRNA V-r 
Sequence 3 from patent WO 8909622. 
Mouse Ig H-chain V-D-J region mRNA, 
Mouse Ig rearranged gamma -chain (G-2 
M. musculus mRNA for VH-gen sequence 
Mouse Ig heavy- chain mRNA V region, 
M. mus cuius CTM01 monoclonal antibody 



High 


Probabi lity 


Score 


P(N) 




N 


1337 


2.9e- 


123 


2 


1301 


1.3e- 


120 


2 


1473 


2.6e- 


117 


1 


1350 


1.7e- 


114 


2 


1350 


4.4e- 


114 


2 


1127 


7.4e- 


106 


2 


1106 


4.1e- 


104 


2 


1101 


1.0e- 


103 


2 


1101 


1.1e- 


103 


2 


1093 


3.8e- 


103 


2 


1075 


5.9e- 


103 


2 


1098 


7.3e- 


103 


2 


1299 


9.1e- 


103 


1 


1298 


1.1e- 


102 


1 


1098 


4.7e- 


102 


2 


1046 


1.2e- 


101 


2 


1155 


1.2e- 


101 


2 


1155 


1.2e- 


101 


2 


1046 


1 .2e- 


101 


2 


1284 


1.4e- 


101 


1 


1073 


2.3e- 


101 


2 


1282 


2.4e- 


101 


1 


1279 


2.8e- 


101 


1 


1071 


3.2e- 


101 


2 


1086 


3.9e- 


101 


2 


1191 


4.7e- 


101 


2 


1146 


6.8e- 


101 


2 


1065 


1.0e- 


100 


2 


1071 


1.5e- 


100 


2 


1142 


1.5e- 


100 


2 


1071 


1.8e- 


100 


2 


1051 


3.1e- 


100 


2 


1137 


3.2e- 


100 


2 


1137 


3.8e- 


100 


2 


1137 


3.8e- 


100 


2 


1056 


3.9e- 


100 


2 


1066 


4.3e- 


100 


2 


1266 


4.4e- 


100 


1 


1057 


4.5e- 


100 


2 


1057 


4.5e- 


100 


2 


1057 


4.6e- 


100 


2 


1063 


8.2e- 


100 


2 


1046 


8.8e- 


100 


2 


1107 


9.8e- 


100 


2 


1132 


9.9e- 


100 


2 


1107 


1.1e- 


99 


2 


1052 


1.2e- 


99 


2 


1060 


1.2e- 


99 


2 


1073 


1.5e- 


99 


2 



t 
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emb 
emb 
emb 



Z12798 
Z29586 
X68118 



MMV20642B 
MM1GHUHCV 
MM1GHPS4A 



gb|M31286|KUSlGHAUA 
emb X62706 MMIG2832G 
emb X75100 HMASUU1H 
emb Z22059 HDIGGVAN 
gb|H12809|MUSIGHJA 
emb|X56936|MMSP6718 
emb |zi 2792 |MMV20512B 
HUSIGHNOE 
MUSIGHVBE 



gb|M64134 
gb | J 04548 
emb|Z25445|MMIGGCVRC 
gb|J04547|MUSIGHVBD 
emb Z25443 
emb Z22099 
emb Z25453 
emb X68122 
gb M83098 
gb H64142 
gb L08985 
emb X68112 
emb Z 12763 
emb Z25451 
gb|M31956|MUSIGHRO 
emb|Z12774|MMV162B 
emb Z 12789 MMV20442B 



MMIGGCVRB 
MDIGGVAV 
MMtGGCVRG 
MHIGHPS6A 
MUSIGHM195 
MUSIGHNOM 
KUSIGVAAM 
MMIGHPS1A 
MM2F2A 
MMIGGCVRF 



gb L35315 
gb U26469 
gb S72514 
gb L25855 
gb S69279 
gb U40581 
gb M34581 
emb X8258 
emb X63799 
emb X68116 
gb|L22749|MUSI 
gb|U4U25|MMU41425 
emb|Z21788|MMIGGAA 
gb|s74051|s74051 
gb|u22903|MMU22903 
emb]X68120|MMIGHPS5A 



MUSIVDJA 
MMU26469 
S72514 
MUSIGGB 
S69279 
MHU40581 
MUSIGHABU 
MMIGPE2 
MMVHMRB6 
MMIGHPS3A 



gb 
gb 

gb 
emb 
emb 
emb 



L48669 
J04546 
U26470 
X68114 
X65004 
Z12771 



MUSZ 

HUSIGHVBC 
MMU26470 
HMIHGPS2A 
MMIHLG43 
MM7A1 



gb|U20819|HMU20819 
emb|X03088|HHIGHU32 



M. muse u I us mRNA for VH-gen sequence . 
H. muse u I us (NZB X NZVOF1 mRNA for Im. 
H.muscuLus gene for IG heavy chain (. 
Mouse active rheumatoid factor IgG2B. 
M.musculus mRNA for anti-estrogen re. 
H.muscuLus (A.SU) mRNA for ASWU1 ant. 
H.domesticus IgG variable region. 
House Ig rearranged H-chain V-region. 
Mouse rearranged Sp6-718 gene for Ig. 
M.musculus mRNA for VH-gen sequence . 
Mouse Ig active heavy-chain mRNA V-r. 
Mouse Ig active gamma- 1- chain mRNA, . 
M.musculus immunoglobulin gamma heav. 
Mouse Ig active gamma -2a mRNA, VNDJ2. 
M.musculus immunoglobulin gamma heav. 
M.domesticus IgG variable region. 
M.musculus immunoglobulin gamma heav. 
M.musculus gene for IG heavy chain (. 
Mus musculus Ig heavy chain mRNA V-r. 
Mouse Ig active heavy-chain mRNA V-r. 
Mus musculus Ig rearranged anti-Sm h. 
M.musculus gene for IG heavy chain (. 
M.musculus mRNA for VH-gen sequence . 
M.musculus immunoglobulin gamma heav. 
Mouse Ig active mu- chain mRNA V-D-J2. 
M.musculus mRNA for VH-gen sequence . 
M.musculus mRNA for VH-gen sequence . 
Mus musculus germ line immunoglobulin. 
Mus musculus nuc I eosome- reactive mon. 
ant i -estradiol antibody heavy chain . 
Mus musculus IgG heavy chain gene, V. 
IgVH=anti- louping ill virus antibody. 
Mus musculus sFv antibody mRNA, cont. 
Mouse Ig heavy-chain mRNA V-D-J regi. 
M.musculus mRNA for immunoglobulin h. 
M.musculus mRNA for IgH V(H)MRB6 
M.musculus gene for IG heavy chain (. 
Mus musculus immunoglobulin heavy ch. 
Mus musculus monoclonal antibody FC1. 
M.musculus Biozzi immunoglobulin gam. 
Ig VH=anti-cardiolipin immunoglobuli . 
Mus musculus anti -human interferon-g. 
M.musculus gene for IG heavy chain (. 
Mus musculus (cell line C3H/F2-21) c. 
Mouse Ig active gamma -2a -chain mRNA,. 
Mus musculus nucleosome-reactive mon. 
M.musculus gene for IG heavy chain (. 
M.musculus rearranged immunoglobulin. 
M.musculus mRNA for VH-gen sequence . 
Mus musculus Ig Fab F9.13.7 heavy ch. 
Mouse rearranged V(H) gene VMU-3.2 V. 



1048 


2.5e-99 


2 


1052 


5.6e-99 


2 


1122 


6.6e-99 


2 


1093 


7.0e-99 


2 


1032 


8.0e-99 


2 


1130 


1.0e-98 


2 


1114 


1.2e-98 


2 


1119 


1.2e-98 


2 


1110 


1.4e-98 


2 


1048 


1.4e-98 


2 


1084 


1.5e-98 


2 


1114 


1.7e-98 


2 


1247 


2.1e-98 


1 


1114 


2.5e-98 


2 


1246 


2.5e-98 


1 


1115 


2.5e-98 


2 


1246 


2.5e-98 


1 


1114 


3.0e-98 


2 


1039 


3.3e-98 


2 


1083 


4.9e-98 


2 


622 


6.2e-98 


4 


1110 


6.6e-98 


2 


1239 


7.7e-98 


1 


1240 


7.7e-98 


1 


1109 


7.9e-98 


2 


1038 


9.7e-98 


2 


1029 


9.7e-98 


2 


1107 


9.9e-98 


2 


1037 


1.2e-97 


2 


1024 


1.3e-97 


2 


1101 


1.7e-97 


2 


1081 


2.1e-97 


2 


1098 


2.6e-97 


2 


1102 


3.0e-97 


2 


1067 


3.2e-97 


2 


1030 


3.6e-97 


2 


1101 


3.7e-97 


2 


1230 


4.3e-97 


1 


1114 


5.7e-97 


2 


1019 


6.2e-97 


2 


1228 


6.5e-97 


1 


1076 


7.4e-97 


2 


1096 


9.4e-97 


2 


1025 


1.2e-96 


2 


1094 


1.4e-96 


2 


1017 


1.4e-96 


2 


1092 


2.0e-96 


2 


1037 


2.4e-96 


2 


1221 


2.4e-96 


1 


1001 


2.6e-96 


2 


1091 


2.6e-96 


2 



WARNING: Descriptions of 4914 database sequences were not reported due to the 
limiting value of parameter V = 100. 



>gb|L48668|MUSY Mus musculus (cell line C3H/F2-20) chromosome 12 anti-DNA 
antibody heavy chain mRNA. 
Length - 357 

Plus Strand HSPs: 

Score - 1337 (369.4 bits), Expect - 2.9e-123, Sum P(2) - 2.9e-123 
Identities = 279/294 (94X), Positives - 279/294 (94%), Strand - Plus / Plus 



Query: 1 CAGGCTTATCTACAGCAGTCTGGGGCTGAGCTGGTGAGGTCTGGGGCCTCAGTGAAGATG 60 
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Sbjct: 


1 


Query: 


61 


Sbjct: 


61 


Query: 


121 


Sbjct: 


121 


Query: 


181 


Sbjct: 


181 


Query: 


241 


Sbjct: 


241 


Score 


= 221 



Illllllll lllllllllllllllllllllllllllll llllllllllllllllllll 

CAGGCTTATNTACAGCAGTCTGGGGCTGAGCTGGTGAGGCCTGGGGCCTCAGTGAAGATG 60 

TCCTGCAAGGCTTCTGGCTACACATTGACCAGTTACAATATGCACTGGGTAAAGCAGACA 1 20 

illlllililllllllllllllllll lllllllllllllllllllllllllllllllll 
TCCTGCAAGGCTTCTGGCTACACATTTACCAGTTACAATATGCACTGGGTAAAGCAGACA 1 20 

CCTGGACAGGGCCTGGAATGGATTGGAAATATTTTTCCTGGAAATGGTGATACTTACTAC 1 80 

III lllllllllllllllllllllll Mill III llllllllllllllll Mil 

CCTAGACAGGGCCTGGAATGGATTGGAGCTATTTATCCAGGAAATGGTGATACTTCCTAC 1 80 
AATCAGAAGTTTAAGGGCAAGGCCTCATTGACTGCAGACACATCCTCCAGCACAGCCTAC 240 

iiiiiiiiiii illinium 11 mini him immmimmmmim 

AATCAGAAGTTCAAGGGCAAGGCCACACTGACTGTAGACAAATCCTCCAGCACAGCCTAC 240 

ATGCAGATCAGCAGCCTGACATCTGAAGACTCTGCGGTCTATTTCTGTGCAAGA 294 

MINI 1 1 f I I I 1 1 f 1 1 I ] 1 1 1 1 1 1 1 1 I I I 1 1 1 1 1 1 1 1 1 1 1 1 1 M I ] 1 1 1 1 II 
ATGCAGCTCAGCAGCCTGACATCTGAAGACTCTGCGGTCTATTTCTGTGCAAGA 294 

(61.1 bits). Expect = 2.9e-123 f Sum P(2) = 2.9e-123 
Identities = 45/46 (97%), Positives - 45/46 (97%), Strand = Plus / Plus 

Query: 309 TGCTCTGGACTACTGGGGTCAAGGAACCTCAGTCACCGTCTCCTCA 354 

MM lllllllllllllllllllllllllllllllllllllllll 
Sbjct: 312 TGCTATGGACTACTGGGGTCAAGGAACCTCAGTCACCGTCTCCTCA 357 

>gb|L48680]MUSAL Mus musculus (cell line C3H/F2-3) chromosome 12 anti-DNA 
antibody heavy chain mffNA. 
Length = 360 

Plus Strand HSPs: 

Score = 1301 (359.5 bits), Expect = 1.3e-120, Sum P(2) = 1.3e-120 
Identities = 277/298 (92%), Positives = 277/298 (92%), Strand - Plus / Plus 

CAGGCTTATCTACAGCAGTCTGGGGCTGAGCTGGTGAGGTCTGGGGCCTCAGTGAAGATG 60 

Illllllll MMMMMMMIiMIIMMIMM IIIIIIIIIMIIIIIIIII 
CAGGCTTATGTACAGCAGTCTGGGGCTGAGCTGGTGAGGCCTGGGGCCTCAGTGAAGATG 60 

TCCTGCAAGGCTTCTGGCTACACATTGACCAGTTACAATATGCACTGGGTAAAGCAGACA 1 20 

llllllllllllllllllllll Ml 1 1 1 1 n M 1 1 1 1 1 E I M 1 1 1 1 1 1 1 M 1 1 1 1 1 1 1 

TCCTGCAAGGCTTCTGGCTACAGATTTACCAGTTACAATATGCACTGGGTAAAGCAGACA 1 20 
CCTGGACAGGGCCTGGAATGGATTGGAAATATTTTTCCTGGAAATGGTGATACTTACTAC 180 

I I IMIMMMIIMMMIIMI MM III llllllllllllllll III 

CGTAGACAGGGCCTGGAATGGATTGGAGCAATTTATCCAGGAAATGGTGATACTTCCTAT 180 
AATCAGAAGTTTAAGGGCAAGGCCTCATTGACTGCAGACACATCCTCCAGCACAGCCTAC 240 

MIIIIIIMI IIIIIIMIIII II III II Mill MMMMMIMIIMM 

AATCAGAAGTTCAAGGGCAAGGCCACACTGATTGTAGACAAATCCTCCAGCACAGCCTAC 240 
ATGCAGATCAGCAGCCTGACATCTGAAGACTCTGCGGTCTATTTCTGTGCAAGAGGGA 298 

MINI IIIMMIIIIMMMMMMMMMMIiMIMMIMIMM M 



Identities = 53/63 (84%), Positives = 53/63 (84%), Strand = Plus / Plus 

Query: 292 AGAGGGAACTGGGAGGGTGCTCTGGACTACTGGGGTCAAGGAACCTCAGTCACCGTCTCC 351 

II II MM I II I MMMIMMIMMMMMIMMMMMIMM 
Sbjct: 298 AGGGGTAACTACGTAGGACATATGGACTACTGGGGTCAAGGAACCTCAGTCACCGTCTCC 357 

Query: 352 TCA 354 
III 

Sbjct: 358 TCA 360 



Query: 


1 


Sbjct: 


1 


Query: 


61 


Sbjct: 


61 


Query: 


121 


Sbjct: 


121 


Query: 


181 


Sbjct: 


181 


Query: 


241 


Sbjct: 


241 


Score 


= 225 



11D10 Heavy Chain NUCLEOTIDE- 6 



>emb|X64805|MKAIDHCH H.mus cuius mRNA for anti-Id mAB 114 heavy chain, variable 
region 

Length = 354 
Plus Strand HSPs: 



Score = 1473 (407.0 bits), Expect = 2.6e-117, P = 2.6e-117 
Identities = 321/354 (90%) f Positives = 321/354 (90%), Strand 



Plus / Plus 



Query: 


1 


Sbjct: 


1 


Query: 


61 


Sbjct: 


61 


Query: 


121 


Sbjct: 


121 


Query: 


181 


Sbjct: 


181 


Query: 


241 


Sbjct: 


241 


Query: 


301 


Sbjct: 


301 



CAGGCTTATCTACAGCAGTCTGGGGCTGAGCTGGTGAGGTCTGGGGCCTCAGTGAAGATG 60 

IIIIIIIIMIIIIMIIIIIIIflllllllllll III lllli llllilllllllll 

CAGGCTTATCTACAGCAGTCTGGGGCTGAGCTGGTAAGGCCTGGGTCCTCAGTGAAGATG 60 

TCCTGCAAGGCTTCTGGCTACACATTGACCAGTTACAATATGCACTGGGTAAAGCAGACA 1 20 

lllillllllllllllflllllHIl lllllllllllllllllllllllllllllllll 
TCCTGCAAGGCTTCTGGCTACACATTTACCAGTTACAATATGCACTGGGTAAAGCAGACA 1 20 

CCTGGACAGGGCCTGGAATGGATTGGAAATATTTTTCCTGGAAATGGTGATACTTACTAC 1 80 

III lllllllllllllllllllllll Mill III llllllllllllllll INI 
CCTAGACAGGGCCTGGAATGGATTGGAGCTATTTATCCAGGAAATGGTGATACTTCCTAC 1 80 

AATCAGAAGTTTAAGGGCAAGGCCTCATTGACTGCAGACACATCCTCCAGCACAGCCTAC 240 

lllllllllll lllllllllll || HUM Mill llllilllllllllllill 
AATCAGAAGTTCAAGGGCAAGGCCACACTGACTGTAGACAAATCCTCCAGCACAGCCTAC 240 

ATGCAGATCAGCAGCCTGACATCTGAAGACTCTGCGGTCTATTTCTGTGCAAGAGGGAAC 300 

HUM llllflllllllllllllllllllllllllllllllEIIIIIIIIIIIII I 
ATGCAGCTCAGCAGCCTGACATCTGAAGACTCTGCGGTCTATTTCTGTGCAAGAGGGGAT 300 

TGGGAGGGTGCTCTGGACTACTGGGGTCAAGGAACCTCAGTCACCGTCTCCTCA 354 

I III I I lllllllllll lllll III I MM llillllll 

TACTCCGGTAGTATAGACTACTGGGGCCAAGGCACCACTCTCACAGTCTCCTCA 354 



>gb|H17953|MUSIGHXW Mouse Ig rearranged H-chain V-region mRNA VJ1. 
Length = 458 

Plus Strand HSPs: 



Score = 1350 (373.0 bits), Expect = 1.7e-114, Sum P(2) = 1.7e-114 
Identities = 282/297 (94%), Positives = 282/297 (94%), Strand = Plus / 



Plus 



Query: 


1 


Sbjct: 


96 


Query: 


61 


Sbjct: 


156 


Query: 


121 


Sbjct: 


216 


Query: 


181 


Sbjct: 


276 


Query: 


241 


Sbjct: 


336 


Score 


= 101 



CAGGCTTATCTACAGCAGTCTGGGGCTGAGCTGGTGAGGTCTGGGGCCTCAGTGAAGATG 60 

1 1 1 f 1 1 1 1 1 1 M 1 1 1 1 1 1 1 1 1 1 1 1 1 U 1 1 1 1 1 1 1 1 1 1 1 E M 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 

CAGGCTTATCTACAGCAGTCTGGGGCTGAGCTGGTGAGGCCTGGGGCCTCAGTGAAGATG 155 
TCCTGCAAGGCTTCTGGCTACACATTGACCAGTTACAATATGCACTGGGTAAAGCAGACA 120 

iMiiiiMiiimiiimmii iiiiiiiiiiiiiiiiiiiiiimiiimii 



III lllllllllllllllllllllll Mill III llllllllllllllll Mil 



iiiiiiiiiii 1 1 1 1 1 1 1 1 1 1 1 1 ii mill mil iimMimiiiiiiii 



mill iiiiiiiiiiiiiiiiiiiiiiMiiiiiiiiiiiiiiiiiiimii i 



Identities = 25/31 (80%), Positives = 25/31 (80%), Strand = Plus / Plus 

Query: 321 CTGGGGTCAAGGAACCTCAGTCACCGTCTCC 351 

llllll III III I IMIIIMIMI 
Sbjct: 428 CTGGGGCACAGGGACCACGGTCACCGTCTCC 458 



180 



11D10 Heavy Chain NUCLEOTIDE- 7 



>gb| 105921 | 105921 Sequence 37 from patent EP 0274394. >gb| 108811 | 108811 

Sequence 12 from patent UO 8804936. >gb| I 09199 | 109199 Sequence 38 
from patent WO 8900999. 
Length = 458 

Plus Strand HSPs: 

Score = 1350 (373.0 bits). Expect = 4.4e-114, Sum P(2) = 4.4e-114 
Identities = 282/297 (94%), Positives = 282/297 (94%), Strand - Plus / Plus 

CAGGCTTATCTACAGCAGTCTGGGGCTGAGCTGGTGAGGTCTGGGGCCTCAGTGAAGATG 60 
lllllllllllllllllllllllllllllllllllllll llllllllllllllllllll 



TCCTGCAAGGCTTCTGGCTACACATTGACCAGTTACAATATGCACTGGGTAAAGCAGACA 1 20 

iiiiiiiiiiiiiiiiiMiiiiiii iiiiiiiiiiiiiiiiimiimiiiiiiii 



Query: 


1 


Sbjct: 


96 


Query: 


61 


Sbjct: 


156 


Query: 


121 


Sbjct: 


216 


Query: 


181 


Sbjct: 


276 


Query: 


241 


Sbjct: 


336 


Score 


= 96 I 



CCTGGACAGGGCCTGGAATGGATTGGAAATATTTTTCCTGGAAATGGTGATACTTACTAC 

Ifl IIIIIIIIIIIIIIIEIIIIIil HIM III lillllllllllllll III! 



180 



AATCAGAAGTTTAAGGGCAAGGCCTCATTGACTGCAGACACATCCTCCAGCACAGCCTAC 240 

iiiiiiiiiii iiiiiiiiiiii ii Mini inn iiiiiiiiiiiiiimii 



mm iiiimiiiiimiiiiiiiiiiimiiiimiimmiiii 



Identities = 24/30 (80%), Positives = 24/30 (80%), Strand = Plus / Plus 

Query: 321 CTGGGGTCAAGGAACCTCAGTCACCGTCTC 350 

llllll III III I IIIIIIIIIII 
Sbjct: 428 CTGGGGCACAGGGACCACGGTCACCGTCTC 457 



>emb|Z22117|MDIGGVBC M. domes ticus IgG variable region. 
Length = 360 

Plus Strand HSPs: 



Score = 1127 (311.4 bits), Expect = 7.4e-106, Sum P(2) = 7.4e-106 
Identities - 258/300 (86%), Positives * 259/300 (86%), Strand - Plus / Plus 

AGGCTTATCTACAGCAGTCTGGGGCTGAGCTGGTGAGGTCTGGGGCCTCAGTGAAGATGT 61 

III I II IIIIIIIIIII Ml | | llllll! IIIIIIIIIII I 

AGGTCCAGCTGCAGCAGTCTGGACCTGAGCTGGTAAAGCCTGGGGCTTCAGTGAAGATAT 61 



lillllllllllllll IIIMIII II III I IIIIIIIIIII Mlllil I 
CCTGCAAGGCTTCTGGATACACATTCACTGACTACTACATGCACTGGGTGAAGCAGAAGC 121 

122 CTGGACAGGGCCTGGAATGGATTGGAAATATTTTTCCTGGAAATGGTGATACTTACTACA 181 

III! IIIMIII II IIIIIIIM I MM 1 1 i I IE 1 1 MM IIIIIIIIIIII 



ii mini iiiihiiiniin iiiiiiiiiiii iiiiiiiiiiiiiiiiiii 



MM! IIIIIIIIIIIIIIIIIII IIIMIII llllllllllllllllli I III 



Query: 


2 


Sbjct: 


2 


Query: 


62 


Sbjct: 


62 


Query: 


122 


Sbjct: 


122 


Query: 


182 


Sbjct: 


182 


Query: 


242 


Sbjct: 


242 



1 1 D1 0 Heavy Chain NUCLEOTIDE - 8 



Score = 221 (61.1 bits). Expect = 7.4e-106, Sun P(2) = 7.4e-106 
Identities = 45/46 (97%), Positives = 45/46 (97%), Strand = Plus / Plus 

Query: 309 TGCTCTGGACTACTGGGGTCAAGGAACCTCAGTCACCGTCTCCTCA 354 

III! llllllillllllllMlillllllllllilllllllflll 

Sbjct: 315 TGCTATGGACTACTGGGGTCAAGGAACCTCAGTCACCGTCTCCTCA 360 



>gb|M15224|MUSIGLAF Mouse IgM H-chain lambda rearranged ant i -0ns hybridoma VDJ4 
region of J558 family mRNA. 
Length = 360 

Plus Strand HSPs: 

Score - 1106 (305.6 bits). Expect = 4.1e-104, Sum P(2) = 4.1e-104 
Identities = 254/295 (86%), Positives = 254/295 (86%), Strand = Plus / Plus 

Query: 1 CAGGCTTATCTACAGCAGTCTGGGGCTGAGCTGGTGAGGTCTGGGGCCTCAGTGAAGATG 60 

MM I I M IIIIIIIIMIIIinilllll M lllllll MINIMI II 

Sbjct: 1 CAGGTTCAGCTCCAGCAGTCTGGGGCTGAGCTGGCAAGACCTGGGGCTTCAGTGAAGTTG 60 
Query: 61 TCCTGCAAGGCTTCTGGCTACACATTGACCAGTTACAATATGCACTGGGTAAAGCAGACA 120 

1 1 1 E 1 1 1 j 1 1 r 1 1 1 1 1 1 M 1 1 1 1 II II II III Mill Illlllll MM 

Sbjct: 61 TCCTGCAAGGCTTCTGGCTACACCTTTACTAGCTACTGGATGCAGTGGGTAAAACAGAGG 120 

Query: 121 CCTGGACAGGGCCTGGAATGGATTGGAAATATTTTTCCTGGAAATGGTGATACTTACTAC 180 

MIMIMMI IIIMMIMIMI Mill lllllll MMIMIMI III 
Sbjct: 121 CCTGGACAGGGTCTGGAATGGATTGGGGCTATTTATCCTGGAGATGGTGATACTAGGTAC 180 

Query: 181 AATCAGAAGTTTAAGGGCAAGGCCTCATTGACTGCAGACACATCCTCCAGCACAGCCTAC 240 

j MINIMI Ml MIIIMIMIII I INI 1 1 1 1 1 II II I II 1 1 1 

Sbjct: 181 ACTCAGAAGTTCAAGGGCAAGGCCACATTGACTGCAGATAAATCCTCCAGCACAGCCTAC 240 

Query: 241 ATGCAGATCAGCAGCCTGACATCTGAAGACTCTGCGGTCTATTTCTGTGCAAGAG 295 

Mill Illlllll II lllllll llllllllllllllll lllllllllll 
Sbjct: 241 ATGCAACTCAGCAGCTTGGCATCTGAGGACTCTGCGGTCTATTACTGTGCAAGAG 295 

Score = 221 (61.1 bits), Expect = 4.1e-104, Sum P(2) = 4.1e-104 
Identities = 45/46 (97%), Positives = 45/46 (97%), Strand = Plus / Plus 

Query: 309 TGCTCTGGACTACTGGGGTCAAGGAACCTCAGTCACCGTCTCCTCA 354 

MM lllllllllllllllllllllllilllllllllllllllll 
Sbjct: 315 TGCTATGGACTACTGGGGTCAAGGAACCTCAGTCACCGTCTCCTCA 360 



>gb|Ml5226|MUSIGLAH H-chain lambda rearranged anti-Dns hybridoma VDJ4 region of 
J558 family mRNA. 
Length = 363 

Plus Strand HSPs: 

Score = 1101 (304.2 bits), Expect - 1.0e-103, Sum P(2) = 1.0e-103 



Identities ■ 


= 253/294 (86%), Positives = 253/294 (86%), Strand = Plus / Plus 


Query: 


1 


CAGGCTTATCTACAGCAGTCTGGGGCTGAGCTGGTGAGGTCTGGGGCCTCAGTGAAGATG 


60 




MM I I II llllllllll I Ml Ill II lllllll lllllllll II 




Sbjct: 


1 


CAGGTTCAGCTCCAGCAGTCTGGGGCTGAGCTGGCAAGACCTGGGGCTTCAGTGAAGTTG 


60 


Query: 


61 


TCCTGCAAGGCTTCTGGCTACACATTGACCAGTTACAATATGCACTGGGTAAAGCAGACA 


120 




lllllllllllllllllllllll II II II III Mill Illlllll MM 




Sbjct: 


61 


TCCTGCAAGGCTTCTGGCTACACCTTTACTAGCTACTGGATGCAGTGGGTAAAACAGAGG 


120 


Query: 


121 


CCTGGACAGGGCCTGGAATGGATTGGAAATATTTTTCCTGGAAATGGTGATACTTACTAC 


180 






lllllllllll llllllllllllll Mill lllllll lllllllllll III 




Sbjct: 


121 


CCTGGACAGGGTCTGGAATGGATTGGGGCTATTTATCCTGGAGATGGTGATACTAGGTAC 


180 


Query: 


181 


AATCAGAAGTTTAAGGGCAAGGCCTCATTGACTGCAGACACATCCTCCAGCACAGCCTAC 


240 




I lllllllll llllllllllll Ml | 1 1 1 I 1 1 1 1 I N 1 1 1 1 J M I 





# 

11D10 Heavy Chain NUCLEOTIDE - 



Sbjct: 181 ACTCAGAAGTTCAAGGGCAAGGCCACATTGACTGCAGATAAATCCTCCAGCACAGCCTAC 240 
Query: 241 ATGCAGATCAGCAGCCTGACATCTGAAGACTCTGCGGTCTATTTCTGTGCAAGA 294 

inn iiiiiiii ii mini iiiiiiiiiiiiiiiE iiniiifii 

Sbjct: 241 ATGCAACTCAGCAGCTTGGCATCTGAGGACTCTGCGGTCTATTACTGTGCAAGA 294 

Score = 221 (61.1 bits), Expect - 1.0e-103 ( Sum P(2) = 1.0e-103 
Identities = 45/46 (97%), Positives = 45/46 (97%), Strand = Plus / Plus 

Query: 309 TGCTCTGGACTACTGGGGTCAAGGAACCTCAGTCACCGTCTCCTCA 354 

III! llllllllllllllllllllllllllllllltlllllllll 
Sbjct: 318 TGCTATGGACTACTGGGGTCAAGGAACCTCAGTCACCGTCTCCTCA 363 



>gb|M15225|MUSIGLAG H-chain lambda rearranged anti-Dns hybridoma VDJ4 region of 
J558 family mRNA. 
Length = 357 

Plus Strand HSPs: 

Score - 1101 (304.2 bits), Expect - 1.1e-103 f Sun P(2) - 1.1e-103 
Identities = 253/294 (86%), Positives = 253/294 (86%), Strand = Plus / Plus 

CAGGCTTATCTACAGCAGTCTGGGGCTGAGCTGGTGAGGTCTGGGGCCTCAGTGAAGATG 60 

III) I I II IIIIIIIEIIIIIIIIIIEIII II lllllll MINIMI II 
CAGGTTCAGCTCCAGCAGTCTGGGGCTGAGCTGGCAAGACCTGGGGCTTCAGTGAAGTTG 60 

TCCTGCAAGGCTTCTGGCTACACATTGACCAGTTACAATATGCACTGGGTAAAGCAGACA 120 

MM I Mill I IIIIIIII MM II II II III Mill IIIIIIII MM 

TCCTGCAAGGCTTCTGGCTACACCTTTACTAGCTACTGGATGCAGTGGGTAAAACAGAGG 120 



MMIIIMM llllllllllllll Mill lllllll MIIMIMM III 

CCTGGACAGGGTCTGGAATGGATTGGGGCTATTTATCCTGGAGATGGTGATACTAGGTAC 180 
AATCAGAAGTTTAAGGGCAAGGCCTCATTGACTGCAGACACATCCTCCAGCACAGCCTAC 240 

I MINIMI MIMMIMM MMMMIMM I IMMIIMIMMIMM 

ACTCAGAAGTTCAAGGGCAAGGCCACATTGACTGCAGATAAATCCTCCAGCACAGCCTAC 240 



Mill IIIIIIII II lllllll llllllllllllllll MINIUM 



Identities = 45/46 (97%), Positives - 45/46 (97%), Strand = Plus / Plus 

Query: 309 TGCTCTGGACTACTGGGGTCAAGGAACCTCAGTCACCGTCTCCTCA 354 

MM MMIIMIIMIIMMMMMIIMMIMIMIMM 
Sbjct: 312 TGCTATGGACTACTGGGGTCAAGGAACCTCAGTCACCGTCTCCTCA 357 



Query: 


1 


Sbjct: 


1 


Query: 


61 


Sbjct: 


61 


Query: 


121 


Sbjct: 


121 


Query: 


181 


Sbjct: 


181 


Query: 


241 


Sbjct: 


241 


Score 


= 221 



>gb)M20835 |MUSIGKCLP Mouse IgMk rearranged heavy-chain mRNA variable region 
(V-D-J) anti-DNA autoantibody. 
Length = 462 

Plus Strand HSPs: 

Score = 1093 (302.0 bits), Expect = 3.8e-103, Sum P(2) = 3.8e-103 
Identities = 253/296 (85%), Positives = 253/296 (85%), Strand = Plus / Plus 

Query: 1 CAGGCTTATCTACAGCAGTCTGGGGCTGAGCTGGTGAGGTCTGGGGCCTCAGTGAAGATG 60 

MM I II MINI MM MIIIMI MM I III Mill INN II II II 

Sbjct: 106 CAGGTCCAACTGCAGCAGCCTGGTGCTGAGCTTGTGAAGCCTGGGGCCTCAGTGAAGCTG 165 

Query: 61 TCCTGCAAGGCTTCTGGCTACACATTGACCAGTTACAATATGCACTGGGTAAAGCAGACA 120 

MIIIMMIMMMMIMM II Mill III II lllllll lllllll 
Sbjct: 166 TCCTGCAAGGCTTCTGGCTACACTTTCACCAGCTACTGGATAAACTGGGTGAAGCAGAGG 225 



11D10 Heavy Chain NUCLEOTIDE - 10 



Query: 


121 


Sbjct: 


226 


Query: 


181 


Sbjct: 


286 


Query: 


241 


Sbjct: 


346 


Score 


= 221 



llllllll Mill II llllllllllllllll MINI I I II MM Mill 



AATCAGAAGTTTAAGGGCAAGGCCTCATTGACTGCAGACACATCCTCCAGCACAGCCTAC 240 

iii iiiini iii iiiiiiii ii niiii iiiiiiiiiiiiiiiiiiiiinii 



nun iiniiiiiiiiimiii iiimiiiiiimi iiiiiini i 



Identities = 45/46 (97%), Positives = 45/46 (97%), Strand - Plus / Plus 

Query: 309 TGCTCTGGACTACTGGGGTCAAGGAACCTCAGTCACCGTCTCCTCA 354 

Mil llllimillllllllllllllllllllllllllilllll 
Sbjct: 417 TGCTATGGACTACTGGGGTCAAGGAACCTCAGTCACCGTCTCCTCA 462 

>emb|Z22034|MDIGGVAG M.domesticus IgG variable region. 
Length = 357 

Plus Strand HSPs: 

Score = 1075 (297.0 bits), Expect = 5.9e-103, Sum P(2> = 5.9e-103 
Identities - 251/296 (84%), Positives = 251/296 (84%), Strand = Plus / Plus 

CAGGCTTATCTACAGCAGTCTGGGGCTGAGCTGGTGAGGTCTGGGGCCTCAGTGAAGATG 60 

mi i ii minimi iiiiiiiiiin i mi n minimi ii 

CAGGTCCAGCTGCAGCAGTCTGGACCTGAGCTGGTGAAGCCTGGAGCTTCAGTGAAGCTG 60 

61 TCCTGCAAGGCTTCTGGCTACACATTGACCAGTTACAATATGCACTGGGTAAAGCAGACA 120 
llllllllllllllllllllll II II II I III llllllll mini 



minimi n n iimmi mi iiiiiiii mi inn i in 

CCTGGACAGGGACTTGAGTGGATTGGATGGATTTATCCTGGAAGTGGTAATACTAAGTAC 180 



iii i inn illinium n immiiimm iiiiiiiiiimimii 

AATGACAAGTTCAAGGGCAAGGCCACAATGACTGCAGACAAATCCTCCAGCACAGCCTAC 240 



mill immiiiiii inn ii iiimiiiimmmiiiiiii 

ATGCAGCTCAGCAGCCTGACCTCTGAGGATTCTGCGGTCTATTTCTGTGCAAGAGG 296 



Identities = 50/53 (94%), Positives = 50/53 (94%), Strand = Plus / Plus 
Query: 302 GGGAGGGTGCTCTGGACTACTGGGGTCAAGGAACCTCAGTCACCGTCTCCTCA 354 

iii i inn iimimiimimmiimiimiiiiiiiiii 

Sbjct: 305 GGGGGAGTGCTATGGACTACTGGGGTCAAGGAACCTCAGTCACCGTCTCCTCA 357 



>emb|X59180|MMIGHT457 Mouse immunoglobulin variable region heavy chain (T4-57) 
mRNA 

Length = 350 
Plus Strand HSPs: 

Score = 1098 (303.4 bits), Expect = 7.3e-103, Sum P(2) = 7.3e-103 
Identities = 254/297 (85%), Positives = 254/297 (85%), Strand = Plus / Plus 

Query: 13 CAGCAGTCTGGGGCTGAGCTGGTGAGGTCTGGGGCCTCAGTGAAGATGTCCTGCAAGGCT 72 

IIIIIIIIIIN llllllllllllll llll II IIIIIINI HI 

Sbjct: 3 CAGCAGTCTGGGTCTGAGCTGGTGAGGCCTGGAGCTTCAGTGAAGCTGTCCTGCAAGGCT 62 



Query: 


1 


Sbjct: 


1 


Query: 


61 


Sbjct: 


61 


Query: 


121 


Sbjct: 


121 


Query: 


181 


Sbjct: 


181 


Query: 


241 


Sbjct: 


241 


Score - 


238 



11D10 Heavy Chain NUCLEOTIDE - H 



Query: 


73 


Sbjct: 


63 


Query: 


133 


Sbjct: 


123 


Query: 


193 


Sbjct: 


183 


Query: 


253 


Sbjct: 


243 


Score 


= 214 



iiiiiiiiiiiiii inn ill iiiiiiiiiii iiiiiii i mm in 

TCTGGCTACACATTCACCAGCTACTGGATGCACTGGGTGAAGCAGAGGCATGGACAAGGC 

CTGGAATGGATTGGAAATATTTTTCCTGGAAATGGTGATACTTACTACAATCAGAAGTTT 
II II llllllllllllllll llllll I Mil III! Mill II IIIIIII 



192 
182 



III llllll I II HUM IMMiMMMIIMMIMMMMIM Mill 

Sbjct: 183 AAGAGCAAGGGCACACTGACTGTAGACACATCCTCCAGCACAGCCTACATGCACCTCAGC 242 

AGCCTGACATCTGAAGACTCTGCGGTCTATTTCTGTGCAAGAGGGAACTGGGAGGGT 309 

IIIIIIIIIIIIII llllllllllllllll MM llllll I I II III 
Sbjct: 243 AGCCTGACATCTGAGGACTCTGCGGTCTATTACTGTACAAGAGAGGAGGATGATGGT 299 

Score = 214 (59.1 bits), Expect = 7.3e-103, Sum P(2) = 7.3e-103 
Identities = 46/50 (92%) , Positives = 46/50 (92%), Strand - Plus / Plus 

Query: 305 AGGGTGCTCTGGACTACTGGGGTCAAGGAACCTCAGTCACCGTCTCCTCA 354 

I II III IMIIMIIIIIIIIIIIIIIIIIIIIIIII MINIMI 

Sbjct: 301 ACGGGGCTATGGACTACTGGGGTCAAGGAACCTCAGTCACTGTCTCCTCA 350 

>emb|Z25449|HMIGGCVRE M.muscuLus immunoglobulin gamma heavy chain (DBA/1) gene, 
v region. 
Length = 305 

Plus Strand HSPs: 

Score = 1299 (358.9 bits). Expect = 9.1e-103, P = 9.1e-103 

Identities = 275/294 (93%), Positives = 275/294 <93%), Strand = Plus / Plus 

8 ATCTACAGCAGTCTGGGGCTGAGCTGGTGAGGTCTGGGGCCTCAGTGAAGATGTCCTGCA 67 
II llllll MMMIIMIMIMM I MIMMMMMIMMMIIIMM 



MIMMMMIilMIM II II II II II III 1 1 1 1 1 II 1 1 Ml II M II MM I II II 



128 AGGGCCTGGAATGGATTGGAAATATTTTTCCTGGAAATGGTGATACTTACTACAATCAGA 187 

llllllllllllllllllll EMM III IMMMMMIMM IIIIIIIIIII 



188 AGTTTAAGGGCAAGGCCTCATTGACTGCAGACACATCCTCCAGCACAGCCTACATGCAGA 247 

MM MIMIMMM MIMIMMIMM IIIIIIIIIIIIIIIMIIIIIIII 



IIIIIIIIIIIIIIIIIM llllllllllllllll IMMMIMM Ml 



Query: 


8 


Sbjct: 


8 


Query: 


68 


Sbjct: 


68 


Query: 


128 


Sbjct: 


128 


Query: 


188 


Sbjct: 


188 


Query: 


248 


Sbjct: 


248 



>emb|Z25457|MMIGGCVRI M.mus cuius immunoglobulin gamma heavy chain (DBA/1) gene, 
v region. 
Length = 302 

Plus Strand HSPs: 

Score = 1298 (358.7 bits), Expect - 1.1e-102, P - 1.1e-102 

Identities = 274/292 (93%), Positives - 274/292 (93%), Strand = Plus /Plus 

Query: 8 ATCTACAGCAGTCTGGGGCTGAGCTGGTGAGGTCTGGGGCCTCAGTGAAGATGTCCTGCA 67 

I II llllll MMMIMMMIMM I IMMMMMMIMIMIIIMMI 

Sbjct: 8 AACTGCAGCAGCCTGGGGCTGAGCTGGTGAAGCCTGGGGCCTCAGTGAAGATGTCCTGCA 67 



11D10 H avy Chain NUCLEOTIDE - 



12 



Query: 


68 


Sbjct: 


68 


Query: 


128 


Sbjct: 


128 


Query: 


188 


Sbjct: 


188 


Query: 


248 


Sbjct: 


248 



lllllllllllllllllll lllllllllllllllllillllllllllllllllllllll 

AGGCTTCTGGCTACACATTTACCAGTTACAATATGCACTGGGTAAAGCAGACACCTGGAC 

AGGGCCTGGAATGGATTGGAAATATTTTTCCTGGAAATGGTGATACTTACTACAATCAGA 

fllllllllllillllllll lllfl III llillllllllfllll lllllllllll 
AGGGCCTGGAATGGATTGGAGCTATTTATCCAGGAAATGGTGATACTTCCTACAATCAGA 

AGTTTAAGGGCAAGGCCTCATTGACTGCAGACACATCCTCCAGCACAGCCTACATGCAGA 

Mil llllllllllll Millllllllllll lllllllllllfllillllllllll 
AGTTCAAGGGCAAGGCCACATTGACTGCAGACAAATCCTCCAGCACAGCCTACATGCAGC 

TCAGCAGCCTGACATCTGAAGACTCTGCGGTCTATTTCTGTGCAAGAGGGAA 299 
lllllllllllllllllll llllllllllllllll lllllllllllll I 



>gb | L0821 6 1 MUSAN TDNAK Mouse anti-DNA antibody heavy chain variable region (J558 
VH family) mRNA. 
Length - 366 

Plus Strand HSPs: 

Score = 1098 (303.4 bits), Expect = 4.7e-102, Sum P(2) = 4.7e-102 
Identities = 254/297 (85%), Positives = 254/297 (85%), Strand = Plus / Plus 

CAGGCTTATCTACAGCAGTCTGGGGCTGAGCTGGTGAGGTCTGGGGCCTCAGTGAAGATG 60 

llll I I II III II lllllllllllll Mil II III III I 111 III III II 
CAGGTTCAGCTCCAGCAGTCTGGGGCTGAGCTGGCCAGACCTGGGGCTTCAGTGAAGTTG 60 

TCCTGCAAGGCTTCTGGCTACACATTGACCAGTTACAATATGCACTGGGTAAAGCAGACA 1 20 

linn iiEiiiiiiiniiii n inn iii inn iiiinii mi 

TCCTGCCAGGCTTCTGGCTACACCTTTACCAGCTACTGGATGCAGTGGGTAAAACAGAGG 120 
CCTGGACAGGGCCTGGAATGGATTGGAAATATTTTTCCTGGAAATGGTGATACTTACTAC 180 

iiiiiiiiiiiiiiiiiiiiiinii inn mini minimi in 

CCTGGACAGGGCCTGGAATGGATTGGGCCTATTTATCCTGGAGATGGTGATACTAGGTAC 180 

AATCAGAAGTTTAAGGGCAAGGCCTCATTGACTGCAGACACATCCTCCAGCACAGCCTAC 240 

I MINIMI llllllllllll lllllllllllll I Ellllllllllllllllll 
ACTCAGAAGTTCAAGGGCAAGGCCACATTGACTGCAGATAAATCCTCCAGCACAGCCTAC 240 

ATGCAGATCAGCAGCCTGACATCTGAAGACTCTGCGGTCTATTTCTGTGCAAGAGGG 297 

inn inniii ii mini iimiiiimiiii mm iii iii 

ATGCAACTCAGCAGCTTGGCATCTGAGGACTCTGCGGTCTATTACTGTACAAATGGG 297 



I llll III lllllllllllllllllllllllllllllllll III 



>emb|A13735|A13735 variable region of a monoclonal antibody which cross reacts 
with 19 known Pseudomonas aeruginosa serotypes 
Length = 540 

Plus Strand HSPs: 

Score = 1046 (289.0 bits), Expect = 1.2e-101, Sum P(2) = 1.2e-101 
Identities = 250/301 (83X) f Positives = 250/301 (83%), Strand = Plus / Plus 

Query: 1 CAGGCTTATCTACAGCAGTCTGGGGCTGAGCTGGTGAGGTCTGGGGCCTCAGTGAAGATG 60 

llll I II lllllllllllllllll llll I IIIIIIIIIIIIIIIIIIII 
Sbjct: 121 CAGGTCCAGCTTCAGCAGTCTGGGGCTGAACTGGCAAAACCTGGGGCCTCAGTGAAGATG 180 

Query: 61 TCCTGCAAGGCTTCTGGCTACACATTGACCAGTTACAATATGCACTGGGTAAAGCAGACA 120 



Query: 


1 


Sbjct: 


1 


Query: 


61 


Sbjct: 


61 


Query: 


121 


Sbjct: 


121 i 


Query: 


181 i 


Sbjct: 


181 i 


Query: 


241 j 


Sbjct: 


241 j 


Score 


= 204 


Identities = 


Query: 


307 l 


Sbjct: 


319 I 



11D10 Heavy Chain NUCLEOTIDE - 



12 



Sbjct: 


181 


Query: 


121 


Sbjct: 


241 


Query: 


181 


Sbjct: 


301 


Query: 


241 


Sbjct: 


361 


Query: 


301 


Sbjct: 


421 


Score 


= 249 



llillllllllllllillllllt II II III llllllllllflll MM 

TCCTGCAAGGCTTCTGGCTACACCTTTACTGCCTACTGGATGCACTGGGTAAAACAGAGG 240 



MMIIIMM MMMMMIMM I III MM I MM Mill I III 

CCTGGACAGGGTCTGGAATGGATTGGATACATTAATCCTAACACTGGTTATACTGAATAC 300 
AATCAGAAGTTTAAGGGCAAGGCCTCATTGACTGCAGACACATCCTCCAGCACAGCCTAC 240 

iiiMMi ii mm iiiiiii r i r 1 1 1 m r 1 1 1 r 1 1 iimmmmmmimm 



ATGCAGATCAGCAGCCTGACATCTGAAGACTCTGCGGTCTATTTCTGTGCAAGAGGGAAC 300 

lllll I lllllllllllllllll IIIMMI IIIIIII III Mill I II 



Identities = 53/57 (92%), Positives = 53/57 (92%), Strand = Plus / Plus 
Query: 298 AACTGGGAGGGTGCTCTGGACTACTGGGGTCAAGGAACCTCAGTCACCGTCTCCTCA 354 

MM lllll III MIMIIMMMMMIIMMMMMMMMIIMM 

Sbjct: 424 AACTACGAGGGGGCTATGGACTACTGGGGTCAAGGAACCTCAGTCACCGTCTCCTCA 480 

>gb|M20274|MUSIGHKA Mouse Ig active gamma chain mRNA V-region VDJH2, partial 
cds, clone 36-65. >gb|M20275|MUSIGHKB Mouse Ig active gamma chain 
mRNA V-region VDJH2, partial cds, clone 4F8. >gb|M20276|MUSIGHKC 
House Ig active gamma chain mRNA V-region VDJH2, partial cds, clone 
26C2. >gb|M20277|MUSIGHKD Mouse Ig active gamma chain mRNA V-region 
VDJH2, partial cds, clone 24F3. >emb|X06110|MMIGVHD1 Mouse mRNA 
(36-35) for immunoglobulin heavy chain VDJ-region 
Length - 363 

Plus Strand HSPs: 

Score = 1155 (319.1 bits), Expect = 1.2e-101, Sum P(2) - 1.2e-101 
Identities = 271/321 (84%), Positives = 271/321 (84%), Strand = Plus / Plus 

AGGCTTATCTACAGCAGTCTGGGGCTGAGCTGGTGAGGTCTGGGGCCTCAGTGAAGATGT 61 

III I I II 1 1 1 1 1 1 1 E I F I MMMIMMIMI Mill MMMMMIMM 

AGGTTCAGCTTCAGCAGTCTGGAGCTGAGCTGGTGAGGGCTGGGTCCTCAGTGAAGATGT 61 

CCTGCAAGGCTTCTGGCTACACATTGACCAGTTACAATATGCACTGGGTAAAGCAGACAC 121 

MIMMIIMIMM II lllll II II III Ml IIIIIII II MM I 
CCTGCAAGGCTTCTGGATATACATTCACAAGCTACGGTATAAACTGGGTGAAACAGAGGC 121 

CTGGACAGGGCCTGGAATGGATTGGAAATATTTTTCCTGGAAATGGTGATACTTACTACA 181 

1 1 1 1 1 1 1 M 1 1 1 i 1 1 1 1 1 1 1 1 1 1 1 1 1 Mill IIIIIIMMIII Mill I MM 

CTGGACAGGGCCTGGAATGGATTGGATATATTAATCCTGGAAATGGTTATACTAAGTACA 181 
ATCAGAAGTTTAAGGGCAAGGCCTCATTGACTGCAGACACATCCTCCAGCACAGCCTACA 241 

II IIIIIII MINIMI II II MUM lllll IIIIMMMMMMIMI 

ATGAGAAGTTCAAGGGCAAGACCACACTGACTGTAGACAAATCCTCCAGCACAGCCTACA 241 

TGCAGATCAGCAGCCTGACATCTGAAGACTCTGCGGTCTATTTCTGTGCAAGAGGGAACT 301 

Mill MM MIIIMMIMM IIIMMI lillllllllllllllll | || 
TGCAGCTCAGAAGCCTGACATCTGAGGACTCTGCAGTCTATTTCTGTGCAAGATCGGTCT 301 

GGGAGGGTGCTCTGGACTACT 322 

I MM I MMII 
ACTATGGTGGTAGTTACTACT 322 

(39.2 bits), Expect = 1.2e-101, Sum P(2) - 1.2e-101 
Identities = 34/41 (82%), Positives = 34/41 (82%), Strand = Plus / Plus 



Query: 


2 


Sbjct: 


2 


Query: 


62 


Sbjct: 


62 


Query: 


122 


Sbjct: 


122 


Query: 


182 


Sbjct: 


182 


Query: 


242 


Sbjct: 


242 


Query: 


302 


Sbjct: 


302 


Score 


= 142 



11D10H avy Chain NUCLEOTIDE -J4 



Query: 314 TGGACTACTGGGGTCAAGGAACCTCAGTCACCGTCTCCTCA 354 

1 1 m 1 1 1 1 r 1 1 r him m i mi imiiiii 

Sbjct: 323 TTGACTACTGGGGCCAAGGCACCACTCTCACAGTCTCCTCA 363 



>gb|M32037|MUSIGHRK Mouse Ig H-chain mRNA V-D-J region, from hybridoma P65I4-2, 
partial cds. >gb|M32038|MUSlGHRL Mouse Ig H-chain mRNA V-D-J 
region, from hybridoma P65J4-1, partial cds. 
Length = 363 

Plus Strand HSPs: 

Score = 1155 <319.1 bits), Expect = 1.2e-101, Sum P(2) = 1.2e-101 



AGGCTTATCTACAGCAGTCTGGGGCTGAGCTGGTGAGGTCTGGGGCCTCAGTGAAGATGT 61 

III I I II lllllllllll lllllllllllllll HIM lllllllllllllll 
AGGTTCAGCTTCAGCAGTCTGGAGCTGAGCTGGTGAGGGCTGGGTCCTCAGTGAAGATGT 61 



lllillllllllllli II Mill II II III III IIIIMI II llll I 



122 CTGGACAGGGCCTGGAATGGATTGGAAATATTTTTCCTGGAAATGGTGATACTTACTACA 181 

llllllllllllllllllllllll Mill MIIIIMIIIII Mill I llll 



1B2 ATCAGAAGTT TAAGGGCAAGGCCTCAT TGACTGCAGACACATCCTCCAGCACAGCCTACA 241 

II IIIIMI MIIIIMI II II IIIIM Mill IIIIIIIIIIIIIIIIIMI 



Mill llll llllllllllllll llllllll IMIIIIIMIIIIIIII II I 



Identities ' 


Query: 


2 


Sbjct: 


2 


Query: 


62 


Sbjct: 


62 


Query: 


122 


Sbjct: 


122 


Query: 


182 


Sbjct: 


182 


Query: 


242 


Sbjct: 


242 


Query: 


302 


Sbjct: 


302 


Score 


= 142 



llll 



Mill 



Identities = 34/41 (82%), Positives = 34/41 (82X), Strand = Plus / Plus 

Query: 314 TGGACTACTGGGGTCAAGGAACCTCAGTCACCGTCTCCTCA 354 

I lllllllllll Mill III I llll MIIIIMI 
Sbjct: 323 TTGACTACTGGGGCCAAGGCACCACTCTCACAGTCTCCTCA 363 



>gb|M28834|MUSIGHALPA Mus musculus IgG2a chain (anti-Pseudomonas aeruginosa 
lipoprotein I antibody) mRNA, 5* end. 
Length - 525 

Plus Strand HSPs: 

Score = 1046 (289.0 bits), Expect * 1.2e-101, Sum P(2) = 1.2e-101 
Identities = 250/301 (83%), Positives = 250/301 (83%), Strand = Plus / Plus 

CAGGCTTATCTACAGCAGTCTGGGGCTGAGCTGGTGAGGTCTGGGGCCTCAGTGAAGATG 60 
llll I II IIIIMIIIIIIIIIII llll I MIIMIMIMMMIMI 



TCCTGCAAGGCTTCTGGCTACACATTGACCAGTTACAATATGCACTGGGTAAAGCAGACA 1 20 
llllllllllillllllllliil II II III llllllllllllll llll 



CCTGGACAGGGCCTGGAATGGATTGGAAATATTTTTCCTGGAAATGGTGATACTTACTAC 180 

lllllllllll IIMMMMIIMI I III llll I MM Mill I III 



Query: 


1 


Sbjct: 


106 


Query: 


61 


Sbjct: 


166 


Query: 


121 


Sbjct: 


226 



11D10 Heavy Chain NUCLEOTIDE - 15 



Query: 


181 


Sbjct: 


286 


Query: 


241 


Sbjct: 


346 


Query: 


301 


Sbjct: 


406 


Score 


= 249 



MINIM II KM lllllll lllllllllllllll IIMIIIMMMIIIIM 



1 1 1 j i 1 1 m 1 1 1 i 1 1 1 1 1 1 1 j i r iiiiiiii mill! in inn i ii 



Identities = 53/57 (92%), Positives = 53/57 (92%), Strand = Plus / Plus 

Query: 298 AACTGGGAGGGTGCTCTGGACTACTGGGGTCAAGGAACCTCAGTCACCGTCTCCTCA 354 

MM Mill III llllllllllllllllllllllllEIIIIIIIIIIIIIIII 
Sbjct: 409 AACTACGAGGGGGCTATGGACTACTGGGGTCAAGGAACCTCAGTCACCGTCTCCTCA 465 



>gb|M36225|MUSIGHAEF House Ig heavy-chain mRNA V region, partial cds. 
H280-15VH. 
Length ~ 354 

Plus Strand HSPs: 



Score = 1284 (354.8 bits), Expect = 1.4e-101, P = 1.4e-101 

Identities = 300/354 (84%), Positives = 300/354 (84%), Strand = Plus / Plus 

1 CAGGCTTATCTACAGCAGTCTGGGGCTGAGCTGGTGAGGTCTGGGGCCTCAGTGAAGATG 60 

INI I II Mlllllllllllllll MM I IIIIIIIIIMIIIIIIIII 

CAGGTCCAGCTTCAGCAGTCTGGGGCTGAACTGGCAAAACCTGGGGCCTCAGTGAAGATG 60 
TCCTGCAAGGCTTCTGGCTACACATTGACCAGTTACAATATGCACTGGGTAAAGCAGACA 1 20 

IMMIMIMMMMMIMI II II M III MMMIIMIMI MM 

TCCTGCAAGGCTTCTGGCTACACCTTTACTAGCTACTGGATGCACTGGGTAAAACAGAGG 1 20 
CCTGGACAGGGCCTGGAATGGATTGGAAATATTTTTCCTGGAAATGGTGATACTTACTAC 180 

IMIMIIIM 1 1 1 1 1 1 1 1 1 1 1 f 1 1 1 I III MM I I MM Mill I III 

CCTGGACAGGGTCTGGAATGGATTGGATACATTAATCCTAGCACTGGTTATACTGAGTAC 180 
181 AAT CAGAAG T T T AAGGGCAAG GCC T CAT T GACTGCAGAC ACAT CC T CCAG CACAGCCT AC 240 

MIIIMIMI MM lllllil MIMMMMMM IIIIIIIIIIMMMIII 



1 1 1 1 1 I I M 1 1 1 1 1 1 ( 1 1 1 1 1 E I IIIIIIII I MM MMIIIME II I 



TGGGAGGGTGCTCTGGACTACTGGGGTCAAGGAACCTCAGTCACCGTCTCCTCA 354 

I I MM IIMMIMMMMIMMIIMIMMMMMIIMM 
TATTACTATGCTATGGACTACTGGGGTCAAGGAACCTCAGTCACCGTCTCCTCA 354 



Query: 


1 


Sbjct: 


1 


Query: 


61 


Sbjct: 


61 


Query: 


121 


Sbjct: 


121 


Query: 


181 


Sbjct: 


181 


Query: 


241 


Sbjct: 


241 


Query: 


301 


Sbjct: 


301 



>gb|U39781 |MHU39781 Mus musculus J558+ IgM heavy chain mRNA, hybridoma clone 
ME2B7, partial cds. 
Length = 339 

Plus Strand HSPs: 

Score = 1073 (296.5 bits), Expect = 2.3e-101, Sum P(2) = 2.3e-101 
Identities = 245/283 (86X), Positives = 245/283 (86%), Strand = Plus / Plus 

Query: 19 TCTGGGGCTGAGCTGGTGAGGTCTGGGGCCTCAGTGAAGATGTCCTGCAAGGCTTCTGGC 78 

IIIIIIIIIIIIII MM I lllllll MMMMIMMIIIMMMIMIMM 
Sbjct: 1 TCTGGGGCTGAGCTTGTGAAGCCTGGGGCTTCAGTGAAGATGTCCTGCAAGGCTTCTGGC 60 



Query: 79 TACACATTGACCAGTTACAATATGCACTGGGTAAAGCAGACACCTGGACAGGGCCTGGAA 138 



11D10 Heavy Chain NUCLEOTIDE - 16 



Sbjct: 


61 


Query: 


139 


Sbjct: 


121 


Query: 


199 


Sbjct: 


181 


Query: 


259 


Sbjct: 


241 


Score = 


221 



inn ii iiiii iii ii nun mini ilium inn n 

TACACCTTCACCAGCTACTGGATAACCTGGGTGAAGCAGAGGCCTGGACAAGGCCTTGAG 120 



MINIMI llllll llllll I Mil MM IMIIIII lllllll III II 

TGGATTGGAGATATTTATCCTGGTAGTGGTAGTACTAACTACAATGAGAAGTTCAAGAGC 180 



iiiiii ii iiiiii 1 1 1 1 j i [ m 1 1 1 1 1 1 1 1 1 m Minimi iiiiiniiii 

AAGGCCACACTGACTGTAGACACATCCTCCAGCACAGTCTACATGCAGCTCAGCAGCCTG 240 



Query: 259 ACATCTGAAGACTCTGCGGTCTATTTCTGTGCAAGAGGGAACT 301 

mini iiiiiimiiiim mimmim mi ii 



Identities = 45/46 (97%), Positives - 45/46 (97%), Strand - Plus / Plus 

Query: 309 TGCTCTGGACTACTGGGGTCAAGGAACCTCAGTCACCGTCTCCTCA 354 . 

Mil lllllllllllllllllllllllllllllllllllllllll 
Sbjct: 294 TGCTATGGACTACTGGGGTCAAGGAACCTCAGTCACCGTCTCCTCA 339 

>emb|Z25447|MMIGGCVRD H.muscuLus immunoglobulin gamma heavy chain (DBA/1) gene, 
v region. 
Length = 303 

Plus Strand HSPs: 

Score - 1282 (354.2 bits). Expect = 2.4e-101, P = 2.4e-101 

Identities = 270/287 (94%), Positives = 270/287 (94%), Strand = Plus / Plus 

ATCTACAGCAGTCTGGGGCTGAGCTGGTGAGGTCTGGGGCCTCAGTGAAGATGTCCTGCA 67 

i ii iiiiii iiiiiiiiiiiiiiMM i iiiiiiiiiiiiininimiiiii 

AACTGCAGCAGCCTGGGGCTGAGCTGGTGAAGCCTGGGGCCTCAGTGAAGATGTCCTGCA 67 
AGGCTTCTGGCTACACATTGACCAGTTACAATATGCACTGGGTAAAGCAGACACCTGGAC 1 27 

IIIIIMIIMMIMMI MMIMMIMIIIIMIIIIIIMMIIMMMIMI 

AGGCTTCTGGCTACACATTTACCAGTTACAATATGCACTGGGTAAAGCAGACACCTGGAC 1 27 
AGGGCCTGGAATGGATTGGAAATATTTTTCCTGGAAATGGTGATACTTACTACAATCAGA 187 

1 1 F 1 1 1 1 M 1 1 1 F 1 1 1 1 r 1 1 IIIII III MIMMIMIIIMI lllllllllll 

AGGGCCTGGAATGGATTGGAGCTATTTATCCAGGAAATGGTGATACTTCCTACAATCAGA 187 
AGTTTAAGGGCAAGGCCTCATTGACTGCAGACACATCCTCCAGCACAGCCTACATGCAGA 247 

MM IIIIIIIIIMI lllllllllllllll iniMIIIIIIIIIIIIIIIIIII 

AGTTCAAGGGCAAGGCCACATTGACTGCAGACAAATCCTCCAGCACAGCCTACATGCAGC 247 
Query: 248 TCAGCAGCCTGACATCTGAAGACTCTGCGGTCTATTTCTGTGCAAGA 294 

I i 1 1 f 1 1 1 1 M 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 f 1 1 M I M I llllllllll 



>emb|X65773|MMLB4lHEV H.musculus DNA for IgE antibody heavy chain (VDJ) 
Length = 451 

Plus Strand HSPs: 

Score = 1279 (353.4 bits), Expect = 2.8e-101, P - 2.8e-101 

Identities = 299/353 (84%), Positives = 299/353 (84%), Strand = Plus / Plus 

Query: 2 AGGCTTATCTACAGCAGTCTGGGGCTGAGCTGGTGAGGTCTGGGGCCTCAGTGAAGATGT 61 

III I il lllllllllll lllllllllllllll Mill MIMMIM 

Sbjct: 99 AGGTCCAGCTTCAGCAGTCTGGAGCTGAGCTGGTGAGGCCTGGGTCCTCAGTGAAGATGT 158 
Query: 62 CCTGCAAGGCTTCTGGCTACACATTGACCAGTTACAATATGCACTGGGTAAAGCAGACAC 121 

Miiiiii iiiiii ii iiiii ii ii ill ill iiiiiii mini t 

Sbjct: 159 CCTGCAAGAGTTCTGGATATACATTCACAAGCTACGGTATAAACTGGGTGAAGCAGAGGC 218 



Query: 


8 


Sbjct: 


8 


Query: 


68 


Sbjct: 


68 


Query: 


128 


Sbjct: 


128 


Query: 


188 


Sbjct: 


188 


Query: 


248 


Sbjct: 


248 



11D10 Heavy Chain NUCLEOTIDE - XL 



Query: 


122 


bojcr : 




Query: 


182 


Sbjct: 


279 


Query: 


242 


Sbjct: 


339 


Query: 


302 


Sbjct: 


399 



CTGGACAGGGCCTGGAATGGATTGGAAATATTTTTCCTGGAAATGGTGATACTTACTACA 181 

lllllillllllllllllllllllll llllll I MM Mill III I I II I 



II IIIMM llllllllllll II Mill MMMMIMMMI [MM 

ATGAGAAGTTCAAGGGCAAGGCCACACTGACTTCAGACACATCCTCCAGGACAGCCTACA 

TGCAGATCAGCAGCCTGACATCTGAAGACTCTGCGGTCTATTTCTGTGCAAGAGGGAACT 

MM 1 1 1 1 1 1 1 1 I I 1 1 1 1 1 1 1 1 1 I 1 1 1 1 1 1 1 MIIIMMIIIIMM II II 
TGCAACTCAGCAGCCTGACATCTGAGGACTCTGCAATCTATTTCTGTGCAAGATGGGGCT 

GGGAGGGTGCTCTGGACTACTGGGGTCAAGGAACCTCAGTCACCGTCTCCTCA 354 

MM MIMIMMIIMMIMMIIMIIMIMMMMMI 



>gb|U23046|MMU23046 Mus musculus, clone 2C10 anti-ds-DNA immunoglobulin heavy 
chain V region, partial cds. 
Length - 360 

Plus Strand HSPs: 

Score = 1071 (295.9 bits), Expect = 3.2e-101, Sum P(2) = 3.2e-101 
Identities = 251/297 (84%), Positives = 251/297 (84X), Strand = Plus / Plus 

CAGGCTTATCTACAGCAGTCTGGGGCTGAGCTGGTGAGGTCTGGGGCCTCAGTGAAGATG 60 

MM I IIIIIMM llll I M I f 1 1 1 MM I IMMIIMMMMM II 

CAGGTCCAACTACAGCAGCCTGGTGCTGAGCTTGTGAAGCCTGGGGCCTCAGTGAAGCTG 60 
TC CT GCAAGG CT T CT GGCTACACAT T GACCAGT TACAAT AT G CACTGGGTAAAGCAGACA 120 

IMIMIIIIIIIIIIIIIIIM II Mill I I II Mill I Mill 

TCCTGCAAGGCTTCTGGCTACACTTTCACCAGGTTCTGGATAAACTGGGTGAGGCAGAGG 120 
CCTGGACAGGGCCTGGAATGGATTGGAAATATTTTTCCTGGAAATGGTGATACTTACTAC 1 80 

lllllll Mill II IIMMIMMIMM llllll I I II II I Mill 

CCTGGACAAGGCCTTGAGTGGATTGGAAATATTTATCCTGGTAGTAGTAGTATTAACTAC 180 

AATCAGAAGTTTAAGGGCAAGGCCTCATTGACTGCAGACACATCCTCCAGCACAGCCTAC 240 
Ml lllllll III lllllll II llllll MIIIIIIIMIIMIMIIIMM 



llllll MMMMIMMIIMM IIIIIIEIIIIMIM IIIIIMM II 

ATGCAGCTCAGCAGCCTGACATCTGACGACTCTGCGGTCTATTATTGTGCAAGACGG 297 



Identities = 45/46 (97%), Positives = 45/46 (97%), Strand = Plus / Plus 

Query: 309 TGCTCTGGACTACTGGGGTCAAGGAACCTCAGTCACCGTCTCCTCA 354 

llll llillllllllllllllllllllllllllllllllllllll 
Sbjct: 315 TGCTATGGACTACTGGGGTCAAGGAACCTCAGTCACCGTCTCCTCA 360 

>emb|Z12765|MM37F2A M. musculus mRNA for VH-gen sequence of naturally occurring, 
somatically mutated memory B cell 
Length = 363 

Plus Strand HSPs: 

Score = 1086 (300.1 bits). Expect = 3.9e-101, Sum P(2) = 3.9e-101 
Identities - 258/309 (83%), Positives = 258/309 (83%), Strand = Plus / Plus 

Query: 1 CAGGCTTATCTACAGCAGTCTGGGGCTGAGCTGGTGAGGTCTGGGGCCTCAGTGAAGATG 60 

llll I II llllll I I I 1 1 1 1 1 1 M 1 1 1 1 1 11 I Mill I IIIIIMM II 
Sbjct: 1 CAGGTCCAACTGCAGCAGCCTGGGGCTGAGCTGGTGAGGCCTGGGTCTTCAGTGAAGCTG 60 



Query: 


1 


Sbjct: 


1 


Query: 


61 


Sbjct: 


61 


Query: 


121 


Sbjct: 


121 


Query: 


181 


Sbjct: 


181 


Query: 


241 


Sbjct: 


241 


Score 


= 221 



# 



11D10 Heavy Chain NUCLEOTIDE - 1£ 



TCCTGCAAGGCTTCTGGCTACACATTGACCAGTTACAATATGCACTGGGTAAAGCAGACA 120 

iiiiiiiiiiiiiiiiiiiiiii ii inn iii inn inn mini 

TCCTGCAAGGCTTCTGGCTACACCTTCACCAGCTACTGGATGCATTGGGTGAAGCAGAGG 1 20 
CCTGGACAGGGCCTGGAATGGATTGGAAATATTTTTCCTGGAAATGGTGATACTTACTAC 1 80 

iii iii mil minimi n in in n mi in inn 



AATCAGAAGTTTAAGGGCAAGGCCTCATTGACTGCAGACACATCCTCCAGCACAGCCTAC 240 

inn inn mi mini immii inn iiiiiiiiiiiiiiiini 

AATCAAAAGTTCAAGGACAAGGCCACATTGACTGTAGACAAATCCTCCAGCACAGCCTAC 240 
ATGCAGATCAGCAGCCTGACATCTGAAGACTCTGCGGTCTATTTCTGTGCAAGAGGGAAC 300 

mm iiiiiiiiiiiiiiiini miiiiimiiiii imiiimi n i 

ATGCAGCTCAGCAGCCTGACATCTGAGGACTCTGCGGTCTATTACTGTGCAAGAGAGAGC 300 

TGGGAGGGT 309 

I I 111 
TACTATGGT 309 



Identities - 45/50 (90%), Positives - 45/50 (90%), Strand = Plus / Plus 

Query: 305 AGGGTGCTCTGGACTACTGGGGTCAAGGAACCTCAGTCACCGTCTCCTCA 354 

I IE III lllllllllllll II llllllllllllllllllllllll 
Sbjct: 314 ACGGGGCTATGGACTACTGGGGCCAGGGAACCTCAGTCACCGTCTCCTCA 363 

>gb|U10410|MMUl0410 Mus musculus recombinant ant i neuraminidase single chain Ig 
VH and VL domains mRNA, complete cds. 
Length - 831 

Plus Strand HSPs: 



Query: 


61 


Sbjct: 


61 


Query: 


121 


Sbjct: 


121 


Query: 


181 


Sbjct: 


181 


Query: 


241 


Sbjct: 


241 


Query: 


301 


Sbjct: 


301 


Score - 


205 



Score = 1191 (329.1 bits). Expect = 4.7e-101, Sun P(2) = 4.7e-101 
Identities - 263/294 (89%), Positives = 263/294 (89%), Strand = Plus / Plus 

1 CAGGCTTATCTACAGCAGTCTGGGGCTGAGCTGGTGAGGTCTGGGGCCTCAGTGAAGATG 60 
llll I II lllllllllllllllll IMMII | lllllllllllllll llll 



TCCTGCAAGGCTTCTGGCTACACATTGACCAGTTACAATATGCACTGGGTAAAGCAGACA 1 20 
llllllllllllllllllllllllll Ml llllll III I I I 1 1 E I f I I III || 



Query: 


1 


Sbjct: 


67 


Query: 


61 


Sbjct: 


127 


Query: 


121 


Sbjct: 


187 


Query: 


181 


Sbjct: 


247 


Query: 


241 


Sbjct: 


307 


Score 


= 150 



CCTGGACAGGGCCTGGAATGGATTGGAAATATTTTTCCTGGAAATGGTGATACTTACTAC 
milllllllllllll MINIUM I III III llllllllllllllll llll 



minimi n i immii mmim mm iiiiiiii iiiiiiiiii 



iiiiii iiiimiiiimmii miiimimiii iiiiiiiiii 



Identities = 38/48 (79%), Positives = 38/48 (79%), Strand = Plus / Plus 
Query: 304 GAGGGTGCTCTGGACTACTGGGGTCAAGGAACCTCAGTCACCGTCTCC 351 

ii ii i i minimi inn in i miiiiiim 

Sbjct: 382 GACGGAGGCTTTGACTACTGGGGCCAAGGGACCACGGTCACCGTCTCC 429 



180 



>gb|M32036|MUSIGHRJ Mouse Ig H-chain mRNA V-D-J region, from hybridoma P65D6-3, 
partial cds. 
Length - 363 



11D10 Heavy Chain NUCLEOTIDE 



Plus Strand HSPs: 



Score = 1146 (316.7 bits). Expect = 6.8e-101, Sum P(2> = 6.8e-101 
Identities = 270/321 (84%), Positives = 270/321 (84%), Strand = Plus / Plus 

Query: 2 AGGCTTATCTACAGCAGTCTGGGGCTGAGCTGGTGAGGTCTGGGGCCTCAGTGAAGATGT 61 

III I I II lllllllllll lllllllllllllll Mill lllllllllllllll 

Sbjct: 2 AGGTTCAGCTTCAGCAGTCTGGAGCTGAGCTGGTGAGGGCTGGGTCCTCAGTGAAGATGT 61 

Query: 62 CCTGCAAGGCTTCTGGCTACACATTGACCAGTTACAATATGCACTGGGTAAAGCAGACAC 121 

llllllllllllllll || Mill II II III III MINI II INI I 
Sbjct: 62 CCTGCAAGGCTTCTGGATATACATTCACAAGCTACGGTATAAACTGGGTGAAACAGAGGC 121 

Query: 122 CTGGACAGGGCCTGGAATGGATTGGAAATATTTTTCCTGGAAATGGTGATACTTACTACA 181 

flllllllllllllllllllllllll Mill IIIIIEIIIIIII Mill I MM 

Sbjct: 122 CTGGACAGGGCCTGGAATGGATTGGATATATTAATCCTGGAAATGGTTATACTAAGTACA 181 
Query: 182 ATCAGAAGTTTAAGGGCAAGGCCTCATTGACTGCAGACACATCCTCCAGCACAGCCTACA 241 

II lllllll lllllllll II II llllll Mill Mllllllllllllllllll 

Sbjct: 182 ATGAGAAGTTCAAGGGCAAGACCACACTGACTGTAGACAAATCCTCCAGCACAGCCTACA 241 
Query: 242 TGCAGATCAGCAGCCTGACATCTGAAGACTCTGCGGTCTATTTCTGTGCAAGAGGGAACT 301 

Mill MM llllllllllllll llllllll MMIMIIMMIIMI I I 

Sbjct: 242 TGCAGCTCAGAAGCCTGACATCTGAGGACTCTGCAGTCTATTTCTGTGCAAGATCCCATT 301 

Query: 302 GGGAGGGTGCTCTGGACTACT 322 

I llll I llllll 
Sbjct: 302 ACTATGGTGGTAGCTACTACT 322 

Score = 142 (39.2 bits). Expect = 6.8e-101, Sum P(2) = 6.8e-101 

Identities = 34/41 (82%), Positives = 34/41 (82%), Strand = Plus / Plus 

Query: 314 TGGACTACTGGGGTCAAGGAACCTCAGTCACCGTCTCCTCA 354 

I lllllllllll Mill III I MM lllllllll 

Sbjct: 323 TTGACTACTGGGGCCAAGGCACCACTCTCACAGTCTCCTCA 363 



>emb|z68170|MMVAR605 M.musculus mRNA for immunoglobulin heavy chain variable 
region (clone 605). >emb|Z68170|MMVAR605 H.musculus mRNA for 
immunoglobulin heavy chain variable region (clone 605) 
Length = 363 

Plus Strand HSPs: 



Score = 1065 (294.3 bits), Expect = 1.0e-100, Sum P(2) = 1.0e-100 
Identities = 249/294 (84%), Positives = 249/294 (84%), Strand = Plus / Plus 



Query: 


1 


CAGGCTTATCTACAGCAGTCTGGGGCTGAGCTGGTGAGGTCTGGGGCCTCAGTGAAGATG 


60 




llll I II llllllll III III Mill III lllllll IIMIIII III 




Sbjct: 


1 


CAGGTCAAGCTGCAGCAGTCAGGGACTGTGCTGGCAAGGCCTGGGGCTTCAGTGAAAATG 


60 


Query: 


61 


TCCTGCAAGGCTTCTGGCTACACAT.TGACCAGTTACAATATGCACTGGGTAAAGCAGACA 


120 




IIIIMIIMIMIIMIIMM II Mill III llllllllflllll llll 




Sbjct: 


61 


TCCTGCAAGGCTTCTGGCTACACCTTTACCAGCTACTGGATGCACTGGGTAAAACAGAGG 


120 


Query: 


121 


CCTGGACAGGGCCTGGAATGGATTGGAAATATTTTTCCTGGAAATGGTGATACTTACTAC 


180 






lllllllllll llllllllllllll Mill llllllllll llllllll llll 




Sbjct: 


121 


CCTGGACAGGGTCTGGAATGGATTGGCGCTATTTATCCTGGAAATAGTGATACTAGCTAC 


180 


Query: 


181 


AATCAGAAGTTTAAGGGCAAGGCCTCATTGACTGCAGACACATCCTCCAGCACAGCCTAC 


240 






II llllllll lllllllllll! I lllllllll lllllll lllllll llllll 




Sbjct: 


181 


AACCAGAAGTTCAAGGGCAAGGCCAAACTGACTGCAGTCACATCCACCAGCACTGCCTAC 


240 


Query: 


241 


ATGCAGATCAGCAGCCTGACATCTGAAGACTCTGCGGTCTATTTCTGTGCAAGA 294 




Sbjct: 




III II llllllllllllll III llllllllllllllll llll Mill 




241 


ATGGAGCTCAGCAGCCTGACAAATGAGGACTCTGCGGTCTATTACTGTACAAGA 294 





11D10 Heavy Chain NUCLEOTIDE - £0 



Score - 221 (61.1 bits). Expect = 1.0e-l00 f Sum P(2) = 1.0e-100 
Identities = 45/46 (97%), Positives = 45/46 (97%), Strand = Plus / Plus 

Query: 309 TGCTCTGGACTACTGGGGTCAAGGAACCTCAGTCACCGTCTCCTCA 354 

Mil ItllllllllimilllllllllMlilllllllllllil 
Sbjct: 318 TGCTATGGACTACTGGGGTCAAGGAACCTCAGTCACCGTCTCCTCA 363 

>gb|L08220|MUSANTDNAO Mouse anti-DNA antibody heavy chain variable region (J558 
VH family) mRNA. 
Length = 366 

Plus Strand HSPs: 

Score - 1071 (295.9 bits), Expect = 1.5e-100, Sum P(2) = 1.5e-100 
Identities = 251/297 (84%), Positives = 251/297 (84%), Strand = Plus / Plus 

CAGGCTTATCTACAGCAGTCTGGGGCTGAGCTGGTGAGGTCTGGGGCCTCAGTGAAGATG 60 

mi 1 1 ii iiiiiiiiriiiitiiiinif ii Minn iiiiinii ii 

CAGGTTCAGCTCCAGCAGTCTGGGGCTGAGCTGGCCAGACCTGGGGCTTCAGTGAAGTTG 60 
TCCTGCAAGGCTTCTGGCTACACATTGACCAGTTACAATATGCACTGGGTAAAGCAGACA 1 20 

inn iiiiiiiiiiiiiiii ii ii ii iii iiiii nun!! mi 

TCCTGCCAGGCTTCTGGCTACACCTTTACTAGCTACTGGATGCAGTGGGTAAAACAGAGG 120 



Query: 


1 


Sbjct: 


1 


Query: 


61 


Sbjct: 


61 


Query: 


121 


Sbjct: 


121 


Query: 


181 


Sbjct: 


181 


Query: 


241 


Sbjct: 


241 


Score = 


213 



180 



llll llllllllllllllllllll llll Mlllll MINIUM! Ill 



iii illinium imiiiinin i iiiiiiiiiiiiiiiiin 



IIIII Elllllll II Mlllll IIIIIIIIIIIIIIII llll III III 



Identities = 45/48 (93%), Positives - 45/48 (93%), Strand = Plus / Plus 

Query: 307 GGTGCTCTGGACTACTGGGGTCAAGGAACCTCAGTCACCGTCTCCTCA 354 

I III! Ill lllllllllllllllllllllllllllllllllilll 
Sbjct: 319 GATGCTATGGGCTACTGGGGTCAAGGAACCTCAGTCACCGTCTCCTCA 366 

>gb|M19292|MUSIGHXK Mouse IgG active H-chain gene VDJ2-region from hybridoma 
eel I- line 36-65. 
Length - 363 

Plus Strand HSPs: 



Score = 1142 (315.6 bits). Expect = 1.5e-100, Sum P(2) = 1.5e-100 
Identities - 269/321 (83%), Positives - 270/321 (84%), Strand - Plus / Plus 

AGGCTTATCTACAGCAGTCTGGGGCTGAGCTGGTGAGGTCTGGGGCCTCAGTGAAGATGT 61 

iii 1 1 ii 1 1 1 1 iiiiniiiniiM inn iiiiiiiiiiiiiii 

AGGTTCAGCTTCAGCAGTCTGGAGCTGAGCTGGTGAGGGCTGGGTCCTCAGTGAAGATGT 61 



IIIIIIIIIIIIIIII II IIIII II II III III Mlllll II llll I 



Query: 


2 


Sbjct: 


2 


Query: 


62 


Sbjct: 


62 


Query: 


122 


Sbjct: 


122 


Query: 


182 



llllllllllllllllllllllllll IIIII lllllllllllll IIIII I llll 



181 



ii iiiiiii iniiiii! ii ii nun iiiii mimmiimmmiiiii 




11D10 Heavy Chain NUCLEOTIDE - 21 



182 ATGAGAAGTTCAAGGGCAAGACCACACTGACTGTAGACAAATCCTCCAGCACAGCCTACA 241 
TGCAGATCAGCAGCCTGACATCTGAAGACTCTGCGGTCTATTTCTGTGCAAGAGGGAACT 301 

Mill Itll llllllllllllll ll+IIMI lllllllllll Mill! I II 

TGCAGCTCAGAAGCCTGACATCTGAGGAYTCTGCAGTCTATTTCTGCGCAAGATCGGTCT 301 

GGGAGGGTGCTCTGGACTACT 322 

I INI I llllll 
fcCTATGGTGGTAGTTACTACT 322 

(39.2 bits), Expect = 1.5e-100, Sum P(2) = 1.5e-100 

Identities = 34/41 (82%), Positives = 34/41 (82%), Strand = Plus / Plus 

Query: 314 TGGACTACTGGGGTCAAGGAACCTCAGTCACCGTCTCCTCA 354 

I lllllllllll lllll III I Mil IMMIIII 
Sbjct: 323 TTGACTACTGGGGCCAAGGCACCACTCTCACAGTCTCCTCA 363 



Sbjct: 


182 


Query: 


242 


Sbjct: 


242 


Query: 


302 


Sbjct: 


302 


Score 


= 142 



>emb|Z22028|MDIGGVAD H.domesticus IgG variable region. 
Length = 363 

Plus Strand HSPs: 

Score = 1071 (295.9 bits), Expect = 1.8e-100 # Sum P{2) = 1.8e-100 
Identities = 251/297 (84%), Positives - 251/297 (84%), Strand - Plus / Plus 

AGGCTTATCTACAGCAGTCTGGGGCTGAGCTGGTGAGGTCTGGGGCCTCAGTGAAGATGT 61 

ill i ii iiiiiiiiiii mil mi 1 1 1 mi i n in iiuiiiiiii 

AGGTCCAGCTGCAGCAGTCTGGACCTGAGTTGGTAAAGCCTGGGGCCTCAGTGAAGATGT 61 



Query: 


2 


Sbjct: 


2 


Query: 


62 


Sbjct: 


62 


Query: 


122 


Sbjct: 


122 


Query: 


182 


Sbjct: 


182 


Query: 


242 


Sbjct: 


242 


Score 


= 212 



iiiiiiiiiiiiiiii iiiiiiii ii ii ii illinium iiinii i 

CCTGCAAGGCTTCTGGATACACATTCACTAGATATGTTATGCACTGGGTGAAGCAGAAGC 
CTGGACAGGGCCTGGAATGGATTGGAAATATTTTTCCTGGAAATGGTGATACTTACTACA 

III! IIIIIIII II MINIMI lllll MM MM II Mil I INI 

CTGGGCAGGGCCTTGAGTGGATTGGATATATTAATCCTTACAATGATGGTACTAAATACA 
ATCAGAAGTTTAAGGGCAAGGCCTCATTGACTGCAGACACATCCTCCAGCACAGCCTACA 

II IIINII II IMMIIII II lllll llllll MIIMIMMMIMIIII 

ATGAGAAGTTCAAAGGCAAGGCCACACTGACTTCAGACAAATCCTCCAGCACAGCCTACA 

TGCAGATCAGCAGCCTGACATCTGAAGACTCTGCGGTCTATTTCTGTGCAAGAGGGA 291 

II II lllllllllllll Mill IMIMimillMI llllllllllllll 
TGGAGCTCAGCAGCCTGACCTCTGAGGACTCTGCGGTCTATTACTGTGCAAGAGGGA 29f 

(58.6 bits), Expect = 1.8e-100, Sum P(2) = 1.8e-100 
Identities ~ 44/46 (95%), Positives - 44/46 (95%), Strand = Plus / Plus 

Query: 309 TGCTCTGGACTACTGGGGTCAAGGAACCTCAGTCACCGTCTCCTCA 354 

MM llllllllllllllllllll iiiiiiiiiiimiiiiii 

Sbjct: 318 TGCTATGGACTACTGGGGTCAAGGAGCCTCAGTCACCGTCTCCTCA 363 



121 



>gb|L24557|HUSIGHMAOQ Mus muscutus (S03) monoclonal anti-HLA-DQ3 monoclonal 
antibody IgH chain mRNA, V- region. 
Length - 368 

Plus Strand HSPs: 



Score = 1051 (290.4 bits), Expect = 3.1e-100, Sum P(2) = 3.1e-100 
Identities ~ 247/293 (84%), Positives = 247/293 (84%), Strand = Plus / Plus 

Query: 2 AGGCTTATCTACAGCAGTCTGGGGCTGAGCTGGTGAGGTCTGGGGCCTCAGTGAAGATGT 61 

III I II Ml MM IIIIIIII MM II MIMIMIMIIMMIMI 

Sbjct: 1 AGGTCAAGCTGCAGGAGTCAGGGGCTGAACTGGCAAGACCTGGGGCCTCAGTGAAGATGT 60 



Query: 



62 CCTGCAAGGCTTCTGGCTACACATTGACCAGTTACAATATGCACTGGGTAAAGCAGACAC 121 




11D10 Heavy Chain NUCLEOTIDE - £2 



lllllllllillllllllllll II I fl III lllllllllll II III I 

CCTGCAAGGCTTCTGGCTACACCTTTAGTAGGTACTCGATGCACTGGGTGAAACAGCGGC 1 20 
CTGGACAGGGCCTGGAATGGATTGGAAATATTTTTCCTGGAAATGGTGATACTTACTACA 181 

MINIUM 1 1 f 1 1 1 1 1 1 1 1 1 1 1 1 I INI llll I III! Mill I MM 

CTGGACAGGGTCTGGAATGGATTGGATACATTTATCCTACCAGTGGTTATACTAATTACA 180 



III MM IMMM MIMIMMIMM MIMMIMIMMIMM 

ATCAGAAGTTCAAGGACAAGGCCACATTGACTGCAGACAAATCCTCCAGCACAGCCTACA 240 

TGCAGATCAGCAGCCTGACATCTGAAGACTCTGCGGTCTATTTCTGTGCAAGA 294 

llll I MIMMIIMMIMI llllllll Illllll MIIIIMII 
TGCAACTGAGCAGCCTGACATCTGAGGACTCTGCAGTCTATTACTGTGCAAGA 293 



Identities = 49/53 (92%), Positives = 49/53 (92%), Strand = Plus / Plus 

Query: 302 GGGAGGGTGCTCTGGACTACTGGGGTCAAGGAACCTCAGTCACCGTCTCCTCA 354 

llll llll IMIIIIIIflllllllllllllllllllllllllllllll 
Sbjct: 316 GGGACTATGCTATGGACTACTGGGGTCAAGGAACCTCAGTCACCGTCTCCTCA 368 

>gb|J00493|MUSIGHAP Mouse Ig active H-chain V-region from 93G7, subgroup VH-II, 
mRNA. 

Length = 437 
Plus Strand HSPs: 



Sbjct: 


61 


Query: 


1 39 

1 tc 


Sbjct: 


121 


Query: 


182 


Sbjct: 


181 


Query: 


242 


Sbjct: 


241 


Score = 


229 



Score = 1137 (314.2 bits). Expect = 3.2e-100, Sim P(2> = 3.2e-100 
Identities = 269/321 (83X), Positives = 269/321 C83X), Strand = Plus / Plus 

2 AGGCTTATCTACAGCAGTCTGGGGCTGAGCTGGTGAGGTCTGGGGCCTCAGTGAAGATGT 61 
III I I II lllllllllll lllllllllllllll Mill lllllllllllllll 



lllllllllllllll II llll! II II III III Illllll II MM 



Query: 122 CTGGACAGGGCCTGGAATGGATTGGAAATATTTTTCCTGGAAATGGTGATACTTACTACA 181 

iiiiiiiiiiiiiiiiiiiiiiiiii inn iiiiiiiiiiiii iii i Mini 



II Illllll llllllll! II II llllll HIM MIMMMIIIIIIIIMI 



Mill MM IIIIIIIIIIIII llllllll IIIIMIMIIIIIIIII I I 



Query: 


2 


Sbjct: 


76 


Query: 


62 


Sbjct: 


136 


Query: 


122 


Sbjct: 


196 


Query: 


182 


Sbjct: 


256 


Query: 


242 


Sbjct: 


316 


Query: 


302 


Sbjct: 


376 


Score 


= 142 



I III 



II III 



Identities = 34/41 (82%), Positives - 34/41 (82%), Strand = Plus / Plus 
Query: 314 TGGACTACTGGGGTCAAGGAACCTCAGTCACCGTCTCCTCA 354 

I M 1 1 1 1 1 F 1 1 1 Mill III I llll MMIIMI 

Sbjct: 397 TTGACTACTGGGGCCAAGGCACCCCTCTCACAGTCTCCTCA 437 



>gb|M32035|MUSIGHRI Mouse Ig H-chain mRNA V-D-J region, from hybridoma P65D6-7, 
partial cds. 
Length = 363 



11D10 Heavy Chain NUCLEOTIDE 



Plus Strand HSPs: 



Score = 1137 (314.2 bits), Expect = 3.8e-100, Sum P(2) = 3.8e-100 
Identities = 269/321 (83%), Positives - 269/321 (83%), Strand = Plus / Plus 

AGGCTTATCTACAGCAGTCTGGGGCTGAGCTGGTGAGGTCTGGGGCCTCAGTGAAGATGT 61 

III I I II IIIIIIIIIII lllllllllllilll Mill lllllllllllllll 
AGGTTCAGCTTCAGCAGTCTGGAGCTGAGCTGGTGAGGGCTGGGTCCTCAGTGAAGATGT 61 



Query: 


2 


Sbjct: 


2 


Query: 


62 


Sbjct: 


62 


Query: 


122 


Sbjct: 


122 


Query: 


182 


Sbjct: 


182 


Query: 


242 


Sbjct: 


242 


Query: 


.302 


Sbjct: 


302 


Score 


= 142 


Identities = 


Query: 


314 


Sbjct: 


323 



CCTGCAAGGCTTCTGGCTACACATTGACCAGTTACAATATGCACTGGGTAAAGCAGACAC 

lllllllllllllll! II Mill II II III III lllllll II MM I 



IllllllllUtllllllllllllll Mill lllilllllllll Mill I Mil 



121 
121 



181 



II lllllll IIIIIIIII II 11 MIMI Mill llllllllllllllllllll 



TGCAGATCAGCAGCCTGACATCTGAAGACTCTGCGGTCTATTTCTGTGCAAGAGGGAACT 301 

Mill MM llllllllllllll [lllllll lllllillllllllllll I I 



I III! I II III 



I IIIIIIIIIII Mill III I MM IIIIIIIII 



>emb|X75095|MMHCVRl H.musculus (A.SU) mRNA for antibody heavy chain variable 
region 

Length = 360 
Plus Strand HSPs: 

Score = 1137 (314.2 bits). Expect = 3.8e-100, Sum P(2) = 3.8e-100 
Identities = 257/294 (87%), Positives = 257/294 (87%), Strand = Plus / Plus 

AGGCTTATCTACAGCAGTCTGGGGCTGAGCTGGTGAGGTCTGGGGCCTCAGTGAAGATGT 61 

Ml I I II IIIIIIIIIII lllllllllllllll Mill MIMIMIMMM 
AGGTTCAGCTTCAGCAGTCTGGAGCTGAGCTGGTGAGGGCTGGGTCCTCAGTGAAGATGT 61 



MIMIMMMMII II Mill II II III III lllllll II MM I 



Query: 


2 


Sbjct: 


2 


Query: 


62 


Sbjct: 


62 


Query: 


122 


Sbjct: 


122 


Query: 


182 


Sbjct: 


182 


Query: 


242 


Sbjct: 


242 


Score 


= 142 



iiiiiiiiiiiiiiiiiniiiiiii inn iniiiiiiiiii mil i mi 



181 



181 



ii iiiiiii iiiiiiiii ii ii linn urn iiiiiiimmiiiiiii 



Mill MM llllllllllllll MINIM lllllllllllllllim 



Identities = 34/41 (82X>, Positives = 34/41 (82%), Strand - Plus / Plus 




11D10 Heavy Chain NUCLEOTIDE - 24 



Query: 314 TGGACTACTGGGGTCAAGGAACCTCAGTCACCGTCTCCTCA 354 

i milium inn m i mi iiiiimi 

Sbjct: 320 TTGACTACTGGGGCCAAGGCACCACTCTCACAGTCTCCTCA 360 



>emb|Z22088|MDIGGVAR M. domes ticus IgG variable region. 
Length = 357 

Plus Strand HSPs: 

Score - 1056 (291.8 bits), Expect = 3.9e-100, Sum P<2) = 3.9e-100 
Identities = 248/294 (84%), Positives = 248/294 (84%), Strand - Plus / Plus 



Query: 


1 


Sbjct: 


1 


Query: 


61 


Sbjct: 


61 


Query: 


121 


Sbjct: 


121 


Query: 


181 


Sbjct: 


181 


Query: 


241 


Sbjct: 


241 


Score 


= 223 


Identities = 


Query: 


296 


Sbjct: 


299 



mi i ii iimiii i mill mi n iiimiiimiimin 

CAGGTCCAGCTGCAGCAGTCAGAGGCTGAACTGGCAAGACCTGGGGCCTCAGTGAAGATG 60 
TCCTGCAAGGCTTCTGGCTACACATTGACCAGTTACAATATGCACTGGGTAAAGCAGACA 1 20 

iiimiimmiiiiiiiii ii urn in nmmmiii mm 

TCCTGCAAGGCTTCTGGCTACACCTTTACCAGATACTGGATGCACTGGGTAAAACAGAGG 1 20 
CCTGGACAGGGCCTGGAATGGATTGGAAATATTTTTCCTGGAAATGGTGATACTTACTAC 180 

iimmii iiiimmiiii inn i r 1 1 1 1 1 1 1 1 immi inn 

CCTGGACAGGCTCTGGAATGGATTGGCGCTATTTATCCTGGAAATAGTGATACTAACTAC 180 
AATCAGAAGTTTAAGGGCAAGGCCTCATTGACTGCAGACACATCCTCCAGCACAGCCTAC 240 

ii inn ii imimiiii i imimi mm mmi mm 

AACCAGAAATTCAAGGGCAAGGCCAAACTGACTGCAGTCACATCTGCCAGCACTGCCTAC 240 



ill i minimi mini iiiiimi imm minium 



II II III I II JIMM mi ! I [I I II II 1 1 1 1 1 



>gb|M97876|MUSL77IGHV Mouse hybridoma Ig rearranged H-chain mRNA V-region, 
partial cds. 
Length = 390 

Plus Strand HSPs: 

Score - 1066 (294.6 bits), Expect = 4.3e-100 f Sum P(2) = 4.3e-100 
Identities - 246/287 (85%), Positives = 246/287 (85%) , Strand = Plus / Plus 



Query: 


8 


Sbjct: 


8 


Query: 


68 


Sbjct: 


68 


Query: 


128 


Sbjct: 


128 


Query: 


188 


Sbjct: 


188 


Query: 


248 



mi in mi ii illinium i mini iiiiiiiiiiiiiiiini 



nniiim iiiiimi ii ii in nun mi ii i linn 



127 



127 



mini ii iiniini i mi mum mi i iniiimii m 



187 



mi illinium n iiiimmiiii iiiiimi iiiimimimimi 



248 TCAGCAGCCTGACATCTGAAGACTCTGCGGTCTATTTCTGTGCAAGA 294 



11D10 Heavy Chain NUCLEOTIDE 



Sbjct: 



Illllllllllllllllll lllllllllillllllllllllltlll 
248 TCAGCAGCCTGACATCTGAGGACTCTGCGGTCTATTTCTGTGCAAGA 294 



Score = 212 (58.6 bits), Expect - 4.3e-100 f Sun P(2) = 4.3e-100 
Identities = 44/46 (95%) r Positives - 44/46 (95X), Strand = Plus / Plus 

Query: 309 TGCTCTGGACTACTGGGGTCAAGGAACCTCAGTCACCGTCTCCTCA 354 

III llflllllllllllEIIIIMIIIIIIIIIIIIIIIIIIII 
Sbjct: 315 TGCGTTGGACTACTGGGGTCAAGGAACCTCAGTCACCGTCTCCTCA 360 



>gb|H61026|MUSIGHAANN H.mus cuius Ig rearranged K-chain mRHA V-D- J-region, 
partial cds. 
Length = 354 

Plus Strand HSPs: 

Score = 1266 (349.8 bits), Expect = 4.4e-100, P = 4.4e-100 

Identities = 298/354 (84%) , Positives = 298/354 (84%), Strand - Plus / Plus 



Query: 


1 


Sbjct: 


1 


Query: 


61 


Sbjct: 


61 


Query: 


121 


Sbjct: 


121 


Query: 


181 


Sbjct: 


181 


Query: 


241 


Sbjct: 


241 


Query: 


301 


Sbjct: 


301 



Mil I II Mllll lllllllllllll MM I IMMM MINIMI II 



TCCTGCAAGGCTTCTGGCTACACATTGACCAGTTACAATATGCACTGGGTAAAGCAGACA 1 20 

IIIIIIIIIIIIIIIIMIIIII II Mill ME MIMIIIMI IMMM 

TCCTGCAAGGCTTCTGGCTACACCTTCACCAGCTACTTGATGCACTGGGTGAAGCAGAGG 1 20 



CCTGGACAGGGCCTGGAATGGATTGGAAATATTTTTCCTGGAAATGGTGATACTTACTAC 

IMMM Mill II llllllllll III MM I Mill MM I 111 



180 

180 



ill iiiiiii ill mum n mm mil i immiiiiiiini 



ATGCAGATCAGCAGCCTGACATCTGAAGACTCTGCGGTCTATTTCTGTGCAAGAGGGAAC 300 

Mllll IMIMMIMMIIMM IMIMIMMMME 1 1 M 1 1 1 1 1 El 



TGGGAGGGTGCTCTGGACTACTGGGGTCAAGGAACCTCAGTCACCGTCTCCTCA 354 

I I MINI lllllllllllllllllllllllllllllllllllllllll 
TACGGTGGTGCTATGGACTACTGGGGTCAAGGAACCTCAGTCACCGTCTCCTCA 354 



>emb|Z12794|MMV20552B M. muse u I us mRNA for VH-gen sequence of naturally 
occurring, somatically mutated memory 8 cell 
Length = 369 

Plus Strand HSPs: 



Score = 1057 (292.1 bits), Expect = 4.5e-100, Sum P(2) = 4.5e-100 
Identities = 253/305 (82%), Positives = 253/305 (82%), Strand = Plus / Plus 



Query: 


1 


CAGGCTTATCTACAGCAGTCTGGGGCTGAGCTGGTGAGGTCTGGGGCCTCAGTGAAGATG 


60 




MM I II Mllll llllllllll II MM I IIIIIII lllllllll El 




Sbjct: 


1 


CAGGTCCAACTGCAGCAGCCTGGGGCTGAACTTGTGAAGCCTGGGGCTTCAGTGAAGCTG 


60 


Query: 


61 


TCCTGCAAGGCTTCTGGCTACACATTGACCAGTTACAATATGCACTGGGTAAAGCAGACA 


120 




llllllllllllllllllimi II EMM III Illllllllllllllllll 




Sbjct: 


61 


TCCTGCAAGGCTTCTGGCTACACCTTCACCAGCTACTGGATGCACTGGGTAAAGCAGAGG 


120 


Query: 


121 


CCTGGACAGGGCCTGGAATGGATTGGAAATATTTTTCCTGGAAATGGTGATACTTACTAC 


180 






IIIIIII Mill II llllllllll III MM I Mill MM I III 




Sbjct: 


121 


CCTGGACGAGGCCTTGAGTGGATTGGAAGGATTGATCCTAATAGTGGTGGTACTAAGTAC 


180 


Query: 


181 


AATCAGAAGTTTAAGGGCAAGGCCTCATTGACTGCAGACACATCCTCCAGCACAGCCTAC 


240 



iii iiiiiii iii ilium ii mini iiiii i iiiiiiiniimiii 



11D10 Heavy Chain NUCLEOTIDE 



Sbjct: 181 AATGAGAAGTTCAAGAGCAAGGCCACACTGACTGTAGACAAACCCTCCAGCACAGCCTAC 240 
Query: 241 ATGCAGATCAGCAGCCTGACATCTGAAGACTCTGCGGTCTATTTCTGTGCAAGAGGGAAC 300 

„ iiiiii iiiiiiiiiiiiiiniii iiiiiiiniiMiii minim ii 

SbjCt: 241 ATGCAGCTCAGCAGCCTGACATCTGAGGACTCTGCGGTCTATTATTGTGCAAGAGACTAC 300 

Query: 301 TGGGA 305 
I I! 

Sbjct: 301 TATGA 305 

Score = 221 (61.1 bits), Expect = 4.5e-100, Sum P(2) = 4.5e-100 
Identities = 45/46 (97%), Positives = 45/46 (97%), Strand = Plus / Plus 

Query: 309 TGCTCTGGACTACTGGGGTCAAGGAACCTCAGTCACCGTCTCCTCA 354 

llll llllllllllllllllllllllllllllllllllfllllll 
Sbjct: 324 TGCTATGGACTACTGGGGTCAAGGAACCTCAGTCACCGTCTCCTCA 369 



>emb|Z12799|MMV20652B M.musculus mRNA for VH-gen sequence of naturally 
occurring, somatically mutated memory B cell 
Length = 369 

Plus Strand HSPs: 

Score = 1057 (292.1 bits), Expect = 4.5e-100, Sum P(2) = 4.5e-100 
Identities = 253/305 (82%), Positives = 253/305 (82%), Strand - Plus / Plus 

. Query: 1 CAGGCTTATCTACAGCAGTCTGGGGCTGAGCTGGTGAGGTCTGGGGCCTCAGTGAAGATG 60 

mi i n mill 1 1 1 iiii i pii f i mi i mini minimi ii 

Sbjct: 1 CAGGTCCAACTGCAGCAGCCTGGGGCTGAGCTTGTGAAGCCTGGGGCTTCAGTGAAGCTG 60 
Query: 61 TCCTGCAAGGCTTCTGGCTACACATTGACCAGTTACAATATGCACTGGGTAAAGCAGACA 120 

iiiimimiiiiiiiiiiii ii inn iii minimi mini 

Sbjct: 61 TCCTGCAAGGCTTCTGGCTACACCTTCACCAGCTACTGGATGCACTGGGTGAAGCAGAGG 120 
Query: 121 CCTGGACAGGGCCTGGAATGGATTGGAAATATTTTTCCTGGAAATGGTGATACTTACTAC 180 

mini mil n minim m mi i inn mm i iii 

Sbjct: 121 CCTGGACGAGGCCTTGAGTGGATTGGAAGGATTGATCCTAATAGTGGTGGTACTAAGTAC 180 
Query: 181 AATCAGAAGTTTAAGGGCAAGGCCTCATTGACTGCAGACACATCCTCCAGCACAGCCTAC 240 

iii iiiiin iii minim ii mm nm i iiiiiiiiiiimm 

Sbjct: 181 AATGAGAAGTTCAAGAGCAAGGCCACACTGACTGTAGACAAACCCTCCAGCACAGCCTAC 240 

Query: 241 ATGCAGATCAGCAGCCTGACATCTGAAGACTCTGCGGTCTATTTCTGTGCAAGAGGGAAC 300 

IIIIII imillllllllllllll IIIIIIIIEIIIIIII llllllllll II 
Sbjct: 241 ATGCAGCTCAGCAGCCTGACATCTGAGGACTCTGCGGTCTATTATTGTGCAAGAGACTAC 300 

Query: 301 TGGGA 305 
I II 

Sbjct: 301 TATGA 305 

Score = 221 (61.1 bits). Expect = 4.5e-100, Sum P(2) = 4.5e-100 
Identities - 45/46 (97%), Positives - 45/46 (97%), Strand = Plus / Plus 

Query: 309 TGCTCTGGACTACTGGGGTCAAGGAACCTCAGTCACCGTCTCCTCA 354 

„ iiii iiiiiiiiimiiiiiiiimiiiiiiiiiiiiiimi 

Sbjct: 324 TGCTATGGACTACTGGGGTCAAGGAACCTCAGTCACCGTCTCCTCA 369 



>emb|Z22129|MDIGMVBC M.domesticus IgM variable region. 
Length = 363 

Plus Strand HSPs: 

Score = 1057 (292.1 bits). Expect = 4.6e-100, Sum P(2) = 4.6e-100 
Identities = 249/296 (84%), Positives - 249/296 (84%), Strand * Plus / Plus 

Query: 2 AGGCTTATCTACAGCAGTCTGGGGCTGAGCTGGTGAGGTCTGGGGCCTCAGTGAAGATGT 61 




11D10 Heavy Chain NUCLEOTIDE - 2Z 



III I II lllllllllll llllllllll I I lllllll lllllllllllll 

Sbjct: 2 A6GTCCAGCTGCAGCAGTCTGGACCTGAGCTGGTAAAGCCTGGGGCTTCAGTGAAGATGT 61 

Query: 62 CCTGCAAGGCTTCTGGCTACACATTGACCAGTTACAATATGCACTGGGTAAAGCAGACAC 121 

llllllllllllllll lllfllil II II II llllllllllll lllllll I 
Sbjct: 62 CCTGCAAGGCTTCTGGATACACATTCACTAGCTATGTTATGCACTGGGTGAAGCAGAAGC 121 

Query: 122 CTGGACAGGGCCTGGAATGGATTGGAAATATTTTTCCTGGAAATGGTGATACTTACTACA 181 

Mil llllllll II lllllllll lilll III) Nil II Mil I MM 

Sbjct: 122 CTGGGCAGGGCCTTGAGTGGATTGGATATATTAATCCTTACAATGATGGTACTAAGTACA 181 

Query: 182 ATCAGAAGTTTAAGGGCAAGGCCTCATTGACTGCAGACACATCCTCCAGCACAGCCTACA 241 

II lllllll II lllllllll II Mill MIMI MIMIMIIIMIIIIMI 
Sbjct: 182 ATGAGAAGTTCAAAGGCAAGGCCACACTGACTTCAGACAAATCCTCCAGCACAGCCTACA 241 

Query: 242 TGCAGATCAGCAGCCTGACATCTGAAGACTCTGCGGTCTATTTCTGTGCAAGAGGG 297 

II II lllllllllllll Mill llllllllllllllll llllllllll II 
Sbjct: 242 TGGAGCTCAGCAGCCTGACCTCTGAGGACTCTGCGGTCTATTACTGTGCAAGAAGG 297 

Score = 221 (61.1 bits), Expect = 4.6e-100, Sum P(2) = 4.6e-100 
Identities = 45/46 (97%), Positives = 45/46 (97%), Strand = Plus / Plus 

Query: 309 TGCTCTGGACTACTGGGGTCAAGGAACCTCAGTCACCGTCTCCTCA 354 

Mil MMIMIMIIIIIIIIMIIMMIMIIIIMMMM 
Sbjct: 318 TGCTATGGACTACTGGGGTCAAGGAACCTCAGTCACCGTCTCCTCA 363 



>emb|Z22134|MDIGMVBF M.domesticus IgM variable region. 
Length = 363 

Plus Strand HSPs: 



Score = 1063 (293.7 bits), Expect = 8.2e-100, Sum P(2) = 8.2e-100 
Identities = 255/308 (82%) f Positives = 255/308 (82%), Strand ~ Plus / Plus 



Query: 


2 


AGGCTTATCTACAGCAGTCTGGGGCTGAGCTGGTGAGGTCTGGGGCCTCAGTGAAGATGT 


61 




III I II lllllllllll llllllllll I I lllllll lllllllllllll 




Sbjct: 


2 


AGGTCCAGCTGCAGCAGTCTGGACCTGAGCTGGTAAAGCCTGGGGCTTCAGTGAAGATGT 


61 


Query: 


62 


CCTGCAAGGCTTCTGGCTACACATTGACCAGTTACAATATGCACTGGGTAAAGCAGACAC 


121 




llllllllllllllll llllllll II II II llllllllllll lllllll I 




Sbjct: 


62 


CCTGCAAGGCTTCTGGATACACATTCACTAGCTATGTTATGCACTGGGTGAAGCAGAAGC 


121 


Query: 


122 


CTGGACAGGGCCTGGAATGGATTGGAAATATTTTTCCTGGAAATGGTGATACTTACTACA 


181 




MM llllllll II lllllllll Mill MM Mil II MM I llll 




Sbjct: 


122 


CTGGGCAGGGCCTTGAGTGGATTGGATATATTAATCCTTACAATGATGGTACTAAGTACA 


181 


Query: 


182 


ATCAGAAGTTTAAGGGCAAGGCCTCATTGACTGCAGACACATCCTCCAGCACAGCCTACA 


241 




II lllllll II lllllllll II lllll llllll llllllllllllllllllll 




Sbjct: 


182 


ATGAGAAGTTCAAAGGCAAGGCCACACTGACTTCAGACAAATCCTCCAGCACAGCCTACA 


241 


Query: 


242 


TGCAGATCAGCAGCCTGACATCTGAAGACTCTGCGGTCTATTTCTGTGCAAGAGGGAACT 


301 




m ii iiiiiiiiiiiii Mm iiimiiiiiiiiii iimiiii in i 




Sbjct: 


242 


TGGAGCTCAGCAGCCTGACCTCTGAGGACTCTGCGGTCTATTAGTGTGCAAGGGGGGGCC 


301 


Query: 


302 


GGGAGGGT 309 




Sbjct: 


302 


lllll 
GGTATGAT 309 




Score 


= 212 


(58.6 bits). Expect = 8.2e-100, Sum P(2) = 8.2e-100 





Identities = 44/46 (95%), Positives - 44/46 (95%), Strand = Plus / Plus 



Query: 309 TGCTCTGGACTACTGGGGTCAAGGAACCTCAGTCACCGTCTCCTCA 354 

llll IMMMMIMM llllllllliMIIIIIIIIIIIIII 

Sbjct: 318 TGCTATGGACTACTGGGGTGAAGGAACCTCAGTCACCGTCTCCTCA 363 



>gb|K64141 jMUSIGHNOL House Ig active heavy- chain mRNA V- region. 



11D10 Heavy Chain NUCLEOTIDE 



Length = 339 

Plus Strand HSPs: 

Score = 1046 (289.0 bits). Expect = 8.8e-100 # Sum P(2) = 8.8e-100 
Identities = 242/283 (85%), Positives = 242/283 (85%), Strand = Plus / Plus 

Query: 15 GCAGTCTGGGGCTGAGCTGGTGAGGTCTGGGGCCTCAGTGAAGATGTCCTGCAAGGCTTC 74 

1 MINIMI MIMIIMI | I IMIIII MIIMIMIMMIIMMMMM 

SbjCt: 1 GCAGTCTGGACCTGAGCTGGTAAAGCCTGGGGCTTCAGTGAAGATGTCCTGCAAGGCTTC 60 
Query: 75 TGGCTACACATTGACCAGTTACAATATGCACTGGGTAAAGCAGACACCTGGACAGGGCCT 134 

^ III IIIIIMI II II II llllllllllll IMIIII Mill MINIM . 

SbjCt: 61 TGGATACACATTCACTAGCTATGTTATGCACTGGGTGAAGCAGAAGCCTGGGCAGGGCCT 120 
Query: 135 GGAATGGATTGGAAATATTTTTCCTGGAAATGGTGATACTTACTACAATCAGAAGTTTAA 194 

„, ii minimi inn mi mi ii mi i inn iiiimi ii 

SbjCt: 121 TGAGTGGATTGGATATATTAATCCTTACAATGATGGTACTAAGTACAATGAGAAGTTCAA 180 
Query: 195 GGGCAAGGCCTCATTGACTGCAGACACATCCTCCAGCACAGCCTACATGCAGATCAGCAG 254 

, iiiitiiii ii inn mill iniiiiiminmiiii! n mini 

Sbjct: 181 AGGCAAGGCCACACTGACTTCAGACAAATCCTCCAGCACAGCCTACATGGAGCTCAGCAG 240 
Query: 255 CCTGACATCTGAAGACTCTGCGGTCTATTTCTGTGCAAGAGGG 297 

_ mm inn inmiiimiiii iiiiiiiiimi 

Sbjct: 241 CCTGACCTCTGAGGACTCTGCGGTCTATTACTGTGCAAGAGGG 283 

Score = 229 (63.3 bits), Expect = 8.8e-100, Sum P(2) = 8.8e-100 
Identities = 49/53 (92%), Positives = 49/53 (92%), Strand = Plus / Plus 

Query: 302 GGGAGGGTGCTCTGGACTACTGGGGTCAAGGAACCTCAGTCACCGTCTCCTCA 354 

_ iii ii ii i iiiiiiiiiiiiiiiiiiiiiimiiiiiimiiiiiii 

Sbjct: 282 GGGGGGATGGTATGGACTACTGGGGTCAAGGAACCTCAGTCACCGTCTCCTCA 334 

>gb| 109505 | 109505 Sequence 3 from patent WO 8909622. 
Length = 443 

Plus Strand HSPs: 

Score = 1107 (305.9 bits), Expect = 9.8e-100, Sum P(2) = 9.8e-100 
Identities = 255/297 (85%), Positives = 255/297 (85%), Strand = Plus / Plus 

Query: 1 CAGGCTTATCTACAGCAGTCTGGGGCTGAGCTGGTGAGGTCTGGGGCCTCAGTGAAGATG 60 

llll I M lllllllllllllllll llll I llllllllllllllllllll 
Sbjct: 95 CAGGTCCAGCTTCAGCAGTCTGGGGCTGAACTGGCAAAACCTGGGGCCTCAGTGAAGATG 154 

Query: 61 TCCTGCAAGGCTTCTGGCTACACATTGACCAGTTACAATATGCACTGGGTAAAGCAGACA 120 

,« imimimifiiiiiiiii n if n mi immimiii mi 

Sbjct: 155 TCCTGCAAGGCTTCTGGCTACACCTTTACTAGCTACAGGATGCACTGGGTAAAACAGAGG 214 
Query: 121 CCTGGACAGGGCCTGGAATGGATTGGAAATATTTTTCCTGGAAATGGTGATACTTACTAC 180 

„ B minimi iiiiiimiiim inn iiii 1 1 in mm i iii 

SbjCt: 215 CCTGGACAGGGTCTGGAATGGATTGGATATATTAATCCTAGCACTGGGTATACTGAATAC 274 
Query: 181 AATCAGAAGTTTAAGGGCAAGGCCTCATTGACTGCAGACACATCCTCCAGCACAGCCTAC 240 

_ minimi mi mini iimiiniiiiii iiiiiiiimiiiimi 

Sbjct: 275 AATCAGAAGTTCAAGGACAAGGCCACATTGACTGCAGACAAATCCTCCAGCACAGCCTAC 334 
Query: 241 ATGCAGATCAGCAGCCTGACATCTGAAGACTCTGCGGTCTATTTCTGTGCAAGAGGG 297 

„ c inn i miniimii in 1 1 1 f 1 1 1 1 iiiiiii iiimiiinn 

Sbjct: 335 ATGCAACTGAGCAGCCTGACATTTGAGGACTCTGCAGTCTATTACTGTGCAAGAGGG 391 

Score - 166 (45.9 bits). Expect = 9.8e-100, Sun P(2) - 9.8e-100 
Identities ~ 42/53 (79%), Positives = 42/53 (79%), Strand = Plus / Plus 

Query: 302 GGGAGGGTGCTCTGGACTACTGGGGTCAAGGAACCTCAGTCACCGTCTCCTCA 354 

in in i i minimi imiiiii i mi iimiiii 



11D10 Heavy Chain NUCLEOTIDE 



Sbjct: 390 GGGGGGGGGTCTTTGACTACTGGGGCCAAGGAACCACTCTCACAGTCTCCTCA 442 



>gb|M31908|MUSIGHRC Mouse Ig H-chain V-D-J region mRNA, from hybridoma 
hVH65-211, partial cds. 
Length = 363 

Plus Strand HSPs: 

Score = 1132 (312.8 bits), Expect = 9.9e-100, Sum P(2) - 9.9e-100 
Identities = 264/311 (84%), Positives = 264/311 <84X), Strand = Plus / Plus 

Query: 2 AGGCTTATCTACAGCAGTCTGGGGCTGAGCTGGTGAGGTCTGGGGCCTCAGTGAAGATGT 61 

ill 1 1 ii Minimi iiiiiiiiiiinii him iiiiiiiiiiniii 

Sbjct: 2 AGGTTCAGCTTCAGCAGTCTGGAGCTGAGCTGGTGAGGGCTGGGTCCTCAGTGAAGATGT 61 
Query: 62 CCTGCAAGGCTTCTGGCTACACATTGACCAGTTACAATATGCACTGGGTAAAGCAGACAC 121 

llllllllllllllll II Mill I! II III III llllll II INI I 

Sbjct: 62 CCTGCAAGGCTTCTGGATATACATTCACAAGCTACGGTATAAACTGGGTGAAACAGAGGC 121 
Query: 122 CTGGACAGGGCCTGGAATGGATTGGAAATATTTTTCCTGGAAATGGTGATACTTACTACA 181 

IIIIIIIIIIIIIIIIIIIIIMlli Mill MIMIMIMM III I I MM 

Sbjct: 122 CTGGACAGGGCCTGGAATGGATTGGATATATTAATCCTGGAAATGGTTATATTAAGTACA 181 
Query: 182 ATCAGAAGTTTAAGGGCAAGGCCTCATTGACTGCAGACACATCCTCCAGCACAGCCTACA 241 

II lllllll IIIMIMI M II llflll Mill MMIMIMIMMIMM 

Sbjct: 182 ATGAGAAGTTCAAGGGCAAGACCACACTGACTGTAGACAAATCCTCCAGCACAGCCTACA 241 

Query: 242 TGCAGATCAGCAGCCTGACATCTGAAGACTCTGCGGTCTATTTCTGTGCAAGAGGGAACT 301 

Mill MM MMMMMIMI IMIIMI llllllllllllllllll I I I 
Sbjct: 242 TGCAGCTCAGAAGCCTGACATCTGAGGACTCTGCAGTCTATTTCTGTGCAAGATCGGAAT 301 

Query: 302 GGGAGGGTGCT 312 

I Nil I 

Sbjct: 302 ACTATGGTGGT 312 

Score = 142 (39.2 bits), Expect - 9.9e-100, Sum P(2) = 9.9e-100 
Identities = 34/41 (82%), Positives = 34/41 (82%), Strand = Plus / Plus 

Query: 314 TGGACTACTGGGGTCAAGGAACCTCAGTCACCGTCTCCTCA 354 

i i r i r 1 1 1 1 1 1 1 Mm ill i mm 1 1 r 1 1 1 1 1 1 

Sbjct: 323 TTGACTACTGGGGCCAAGGCACCACTCTCACAGTCTCCTCA 363 



>gb|M28251|MUSIGHMX Mouse Ig rearranged gamma-chain (G-2a) mRNA V- region 
(V-J2), partial cds. 
Length = 406 

Plus Strand HSPs: 



Score - 1107 (305.9 bits). Expect = 1.1e-99, Sum P(2) = 1.1e-99 
Identities = 255/297 (85%), Positives = 255/297 (85%), Strand = Plus / Plus 

Query: 1 CAGGCTTATCTACAGCAGTCTGGGGCTGAGCTGGTGAGGTCTGGGGCCTCAGTGAAGATG 60 

MM I II IMMMIIMMMII Mil I j 1 1 1 1 1 1 1 M E 1 1 1 1 1 1 1 1 1 

Sbjct: 58 CAGGTCCAGCTTCAGCAGTCTGGGGCTGAACTGGCAAAACCTGGGGCCTCAGTGAAGATG 117 
Query: 61 TCCTGCAAGGCTTCTGGCTACACATTGACCAGTTACAATATGCACTGGGTAAAGCAGACA 120 

MMMIMMIIMIMIMM II II II MM llllllllllllll MM 

Sbjct: 118 TCCTGCAAGGCTTCTGGCTACACCTTTACTAGCTACAGGATGCACTGGGTAAAACAGAGG 177 
Query: 121 CCTGGACAGGGCCTGGAATGGATTGGAAATATTTTTCCTGGAAATGGTGATACTTACTAC 180 

minimi iiimmmiimm iiim mm i i mi imm i mi 

Sbjct: 178 CCTGGACAGGGTCTGGAATGGATTGGATATATTAATCCTAGCACTGGGTATACTGAATAC 237 
Query: 181 AATCAGAAGTTTAAGGGCAAGGCCTCATTGACTGCAGACACATCCTCCAGCACAGCCTAC 240 

milium mm iiiiiii mmiimmimm mimiiimmmmiii 

SbjCt: 238 AATCAGAAGTTCAAGGACAAGGCCACATTGACTGCAGACAAATCCTCCAGCACAGCCTAC 297 



11D10 Heavy Chain NUCLEOTIDE 



Query: 241 ATGCAGATCAGCAGCCTGACATCTGAAGACTCTGCGGTCTATTTCTGTGCAAQAGGG 297 

Hill I lllllllllllll III MINIM lllllll lllllllllllll 

SbjCt: 298 ATGCAACTGAGCAGCCTGACATTTGAGGACTCTGCAGTCTATTACTGTGCAAGAGGG 354 

Score = 166 (45.9 bits). Expect - 1.1e-99, Sim P(2) = 1.1e-99 
Identities = 42/53 (79%), Positives = 42/53 (79%), Strand = Plus / Plus 

Query: 302 GGGAGGGTGCTCTGGACTACTGGGGTCAAGGAACCTCAGTCACCGTCTCCTCA 354 

m Ml III I I Mlllllllll MINIMI I Mil MINIMI 

Sbjct: 353 GGGGGGGGGTCTTTGACTACTGGGGCCAAGGAACCACTCTCACAGTCTCCTCA 405 



>emb|Z12783|MMV20292B M.musculus mRNA for VH-gen sequence of naturally 
occurring, somatically mutated memory B cell 
Length = 363 

Plus Strand HSPs: 

Score - 1052 (290.7 bits), Expect = 1.2e-99, Sum P(2) = 1.2e-99 

Identities - 248/295 (84%), Positives = 248/295 (84%), Strand = Plus / Plus 

CAGGCTTATCTACAGCAGTCTGGGGCTGAGCTGGTGAGGTCTGGGGCCTCAGTGAAGATG 60 

MM I II HIM lllllllllllll INI I lllllll lllllllll M 



TCCTGCAAGGCTTCTGGCTACACATTGACCAGTTACAATATGCACTGGGTAAAGCAGACA 1 20 

Nil II lllllll MUM MM II Mill Ml lllllll I III lllllll 

TCCTGCAAGGCTTCTGGCTACACCTTCACCAGCTACTGGATGCACTGGGTGAAGCAGAGG 1 20 



Query: 


1 


Sbjct: 


1 


Query: 


61 


Sbjct: 


61 


Query: 


121 


Sbjct: 


121 


Query: 


181 


Sbjct: 


181 


Query: 


241 


Sbjct: 


241 


Score = 


221 



CCTGGACAGGGCCTGGAATGGATTGGAAATATTTTTCCTGGAAATGGTGATACTTACTAC 

lllllll Mill II llllllllll III MM I Mill Nil I III 



180 



180 

AATCAGAAGTTTAAGGGCAAGGCCTCATTGACTGCAGACACATCCTCCAGCACAGCCTAC 240 

III lllllll III MINIM II MINI Mill I lllllllllllllllll 



ATGCAGATCAGCAGCCTGACATCTGAAGACTCTGCGGTCTATTTCTGTGCAAGAG 295 
INIM I 1 1 i 1 1 1 M 1 1 i I J I I I 1 1 flllllllllllllll llllllllll 



Identities = 45/46 (97%), Positives = 45/46 (97%), Strand = Plus / Plus 
Query: 309 TGCTCTGGACTACTGGGGTCAAGGAACCTCAGTCACCGTCTCCTCA 354 

Mil IIIIIIMIIIIIIIIIIIIIIIIIIIIIIIIIIfllllll 

Sbjct: 318 TGCTATGGACTACTGGGGTCAAGGAACCTCAGTCACCGTCTCCTCA 363 

>gb|M36215|MUSIGHADV Mouse Ig heavy- chain mRNA V region, partial cds. H220-1VH. 
Length = 354 

Plus Strand HSPs: 



Score - 1060 (292.9 bits). Expect = 1.2e-99, Sum P(2) = 1.2e-99 
Identities = 248/293 (84%), Positives = 248/293 (84%), Strand = Plus / Plus 

CAGGCTTATCTACAGCAGTCTGGGGCTGAGCTGGTGAGGTCTGGGGCCTCAGTGAAGATG 60 

MM I II lllllllllll NIMIINN III INN I MINIMUM 

CAGGTCCAGCTGCAGCAGTCTGGAGCTGAGCTGGTAAGGCCTGGGACTTCAGTGAAGATG 60 



Query: 


1 


Sbjct: 


1 


Query: 


61 


Sbjct: 


61 


Query: 


121 



TCCTGCAAGGCTTCTGGCTACACATTGACCAGTTACAATATGCACTGGGTAAAGCAGACA 

llllllllllll Mil HIM II II I III || lllllllllllll 

TCCTGCAAGGCTGCTGGATACACCTTCACTAACTACTGGATAGGTTGGGTAAAGCAGAGG 



MMMII Mill II lllllllll MINI NUN MM Mill Mill 



120 
120 



11D10 Heavy Chain NUCLEOTIDE 



Sbjct: 


121 


Query: 


181 


Sbjct: 


181 


Query: 


241 


Sbjct: 


241 


Score 


= 213 


Identities ; 


Query: 


295 


Sbjct: 


298 



121 CCTGGACATGGCCTTGAGTGGATTGGAGATATTTACCCTGGAGGTGGTTATACTAACTAC 180 
AATCAGAAGTTTAAGGGCAAGGCCTCATTGACTGCAGACACATCCTCCAGCACAGCCTAC 240 

ill mini iiiiiiiiini ii iiiiiiiiiiiiiiiiiiiiiiiniiiiiii 

AATGAGAAGTTCAAGGGCAAGGCCACACTGACTGCAGACACATCCTCCAGCACAGCCTAC 240 



MINI llllllllllllllllfll llllllll llllll IIMIIIII 



III I I I I till llllllllllllllllllilllllllllllllllllll 

1GGTATGGTTACGTTGCTATGGACTACTGGGGTCAAGGAACCTCAGTCACCGTCTCC 354 

>emb|A23297jA23297 M.musculus CTM01 monoclonal antibody gene, variable domain 
of heavy chain 
Length = 416 

Plus Strand HSPs: 

Score = 1073 (296.5 bits), Expect = 1.5e-99, Sum P(2) = 1.5e-99 

Identities = 249/292 (85%), Positives = 249/292 (85%), Strand = Plus / Plus 

ATCTACAGCAGTCTGGGGCTGAGCTGGTGAGGTCTGGGGCCTCAGTGAAGATGTCCTGCA 67 

i ii iiiiiiiiiii illinium i mini iiiiiimii mini 

AGCTGCAGCAGTCTGGACCTGAGCTGGTGAAGCCTGGGGCTTCAGTGAAGATATCCTGCA 1 24 
AGGCTTCTGGCTACACATTGACCAGTTACAATATGCACTGGGTAAAGCAGACACCTGGAC 127 

iiiiiiiiiiiiim ii ii iii mi urn i mint imiii 

AGGCTTCTGGCTACACCTTCACTGACTACTATATAAACTGGATGAAGCAGAAGCCTGGAC 184 
AGGGCCTGGAATGGATTGGAAATATTTTTCCTGGAAATGGTGATACTTACTACAATCAGA 1 87 

MM II II lllllllll III llllllll III Mill f llllll III 

AGGGACTTGAGTGGATTGGATGGATTGATCCTGGAAGCGGTAATACTAAGTACAATGAGA 244 

AGTTTAAGGGCAAGGCCTCATTGACTGCAGACACATCCTCCAGCACAGCCTACATGCAGA 247 

MM I i 1 1 f 1 1 1 1 1 1 f lllllllll llllllllllllllllllllllllllllfll 
AGTTCAAGGGCAAGGCCACATTGACTGTAGACACATCCTCCAGCACAGCCTACATGCAGC 304 

TCAGCAGCCTGACATCTGAAGACTCTGCGGTCTATTTCTGTGCAAGAGGGAA 299 

lllllllllllllllllll III MM MMIMIIIIIMIMM III 

TCAGCAGCCTGACATCTGAGGACACTGCTGTCTATTTCTGTGCAAGAGAGAA 356 

(54.7 bits). Expect - 1.5e-99, Sum P(2> = 1.5e-99 
Identities =42/45 (93%), Positives - 42/45 (93%), Strand - Plus / Plus 

Query: 309 TGCTCTGGACTACTGGGGTCAAGGAACCTCAGTCACCGTCTCCTC 353 

MM MIMMIIIIIIIMMMMIIIMMII llllll I 
Sbjct: 372 TGCTATGGACTACTGGGGTCAAGGAACCTCAGTCACTGTCTCCGC 416 

>emb|Z12798|MMV20642B M.musculus mRNA for VH-gen sequence of naturally 
occurring, somatically mutated memory B cell 
Length = 369 

Plus Strand HSPs: 

Score = 1048 (289.6 bits), Expect = 2.5e-99, Sum P(2) = 2.5e-99 

Identities = 252/305 (82%), Positives = 252/305 (82%), Strand - Plus / Plus 

Query: 1 CAGGCTTATCTACAGCAGTCTGGGGCTGAGCTGGTGAGGTCTGGGGCCTCAGTGAAGATG 60 

mi i n iiiiii iiiiiiiiiiiii mi i mini iimiiii n 

Sbjct: 1 CAGGTCCAACTGCAGCAGCCTGGGGCTGAGCTTGTGAAGCCTGGGGCTTCAGTGAAGCTG 60 



Query: 


8 


Sbjct: 


65 


Query: 


68 


Sbjct: 


125 


Query: 


128 


Sbjct: 


185 


Query: 


188 


Sbjct: 


245 


Query: 


248 


Sbjct: 


305 


Score = 


198 



11D10 Heavy Chain NUCLEOTIDE - 3£ 



Query: 


61 


Sbjct: 


61 


Query: 


121 


Sbjct: 


121 


Query: 


181 


Sbjct: 


181 


Query: 


241 


Sbjct: 


241 


Query: 


301 


Sbjct: 


301 


Score - 


221 



TCCTGCAAGGCTTCTGGCTACACATTGACCAGTTACAATATGCACTGGGTAAAGCAGACA 1 20 

iiiiiiiiiiiiiiiiiiiiiii ii inn iii iiiimiin mini 

TCCTGCAAGGCTTCTGGCTACACCTTCACCAGCTACTGGATGCACTGGGTGAAGCAGAGG 1 20 

CCTGGACAGGGCCTGGAATGGATTGGAAATATTTTTCCTGGAAATGGTGATACTTACTAC 1 80 

iiiiiii mil ii iiiiiiiiii in mi i him mi i in 

CCTGGACGAGGCCTTGAGTGGATTGGAAGGATTGATCCTAATAGTGGTGGTACTAAGTAC 180 



III IIIIMI Ml llllllll II llllll Mill I Illllllllllllllll 
AATGAGAAGTTCAAGAGCAAGGCCACACTGACTGTAGACAAACCCTCCAGCACAGCCTAC 240 

ATGCAGATCAGCAGCCTGACATCTGAAGACTCTGCGGTCTATTTCTGTGCAAGAGGGAAC 300 

iiiiii iiiiiiiiiiiiii mi iiiiiiiiiiniiii iiiiiiiiii ii 

ATGCAGCTCAGCAGCCTGACACCTGAGGACTCTGCGGTCTATTATTGTGCAAGAGACTAC 300 

TGGGA 305 
I II 

TATGA 305 



Identities = 45/46 (97%), Positives = 45/46 (97%), Strand = Plus / Plus 
Query: 309 TGCTCTGGACTACTGGGGTCAAGGAACCTCAGTCACCGTCTCCTCA 354 

„, mi iiiiiiiiimiiiiiiiiiiiiiiiiiiiiiiiiiiiii 

Sbjct: 324 TGCTATGGACTACTGGGGTCAAGGAACCTCAGTCACCGTCTCCTCA 369 

WARNING: HSPs involving 4964 database sequences were not reported due to the 
limiting value of parameter B = 50. 

Parameters: 
V=100 
B=50 
H=1 

-qtype 
E=10 

-ctxfactor=2.00 

Guery As Used Computed 

Strand MatID Matrix name Lambda K H Lambda K H 

+ 1 0 +5,-4 0.192 0.173 0.357 same same same 

-1 0 +5,-4 0.192 0.173 0.357 same same same 

Query 

Strand MatID Length Eff. Length E S W T X E2 S2 

+1 0 354 354 10. 117 11 N/A 73 0.025 76 

-1 0 354 354 10. 117 11 N/A 73 0.025 76 

Statistics: 

Query Expected Observed HSPs HSPs 

Strand MatID High Score High Score Reportable Reported 

+1 0 124 (34.3 bits) 1473 ( 407.0 bits) 6865 93 

"1 0 124 (34.3 bits) 1065 (294.3 bits) 31 0 

Query Neighborhd Word Excluded Failed Successful Overlaps 

Strand MatID Words Hits Hits Extensions Extensions Excluded 

+1 .0 347 86244 31541 44804 9985 378 

-1 0 347 48074 4289 42064 1816 1 

Database: Non- redundant PDB+GBupdate+GenBank+EMBLupdate+EMBL 
Release date: 6:31 AM EST Jan 19, 1996 
Posted date: 6:39 AM EST Jan 19, 1996 

# of letters in database: 449,479,361 

# of sequences in database: 662,343 

# of database sequences satisfying E: 5014 
No. of states in DFA: 204 (204 KB) 



11D10 Heavy Chain NUCLEOTIDE - 33 



Total size of DFA: 213 KB (256 KB) 

Time to generate neighborhood: 0.02u 0.01s 0.03t Real: 00:00:00 
No. of processors used: 3 

Time to search database: 30.08u 3.42s 33.50t Real: 00:01:10 
Total cpu time: 30.22u 3.54s 33.76t Real: 00:01:11 

WARNINGS ISSUED: 2 



% 
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Received: from ncbi.nlm.nih.gov by UKCC.uky.edu (IBM VM SMTP V2R3) with TCP; 

Fri, 19 Jan 96 17:18:44 EST 
Received: from blaster.nlm.nih.gov by ncbi.nlm.nih.gov 

id RAA28107; Fri # 19 Jan 1996 17:18:34 -0500 
Received: by blaster.nlm.nih.gov (950511 .SGI .8.6.12.PATCH526/5.6) 

id RAA05609; Fri, 19 Jan 1996 17:18:33 -0500 
Date: Fri, 19 Jan 1996 17:18:33 -0500 
Message- Id: <199601192218.RAA05609ablaster.nlm,nih.gov> 
To: SKCHAT00SJUKCC.uky.edu 
Subject: Results-BLAST Server 

From: NCBI BLAST E-Mail Server <blast3ncbi .nlm.nih.gov> 

Errors-To: <owner-blastSJncbi.nlm.nih.gov> 

Reply-To: "NCBI BLAST E-Mail Server" <blastS)ncbi .nlm.nih.gov> 



To Obtain Documentation: send an e-mail message to 'blastolncbi .nlm.nih.gov' 
with the word HELP in the body of the message. The documentation was last 
modified March 18th. 



March 18, 1995 

The BLAST FAQ was updated with the question Q33 related to degenerated 
nucleotide code available for the BLAST programs. 



August 8, 1995 

A new server directive ACKNOWLEDGE, has been added to the server. See the 
help file for more details. 



Trying blaster... connected 

National Center for Biotechnology Information (NCBI) 
Experimental GENINFO(R) BLAST Network Service (Blaster) 

Fri Jan 19 17:17:34 EST 1996, Up 30 days, 5:08, 1 user, load: 62.31, 41.55, 28.47 
PEPTIDE SEQUENCE DATABASES 

nr Non-redundant PDB+SwissProt+PIR+SPUpdate+GenPept+GPUpdate, updated daily 
for efficient, complete searches of the five component databases: 
pdb Brookhaven Protein Data Bank, April 1995 Release 

swissprot SW1SS-PR0T Release 32.0, December 1995 
pir PIR Release 45.0 (complete), June 30, 1995 

spupdate SWISS -PROT cumulative weekly update to the major release 
genpept CDS translations from GenBank(R) Release 92, December 15, 1995 
gpupdate cumulative daily updates to the major release of genpept 

kabatpro Kabat Sequences of Proteins of Immunological Interest, June 1995 

tfd TFD transcription factor (protein) database Release 7.0, June 1993 

alu * Translations of select Alu repeats from REPBASE 

NUCLEOTIDE SEQUENCE DATABASES 

nr Non- redundant PDB+GBUpdate+GenBank+EmblUpdate+EMBL, updated daily 
for efficient, complete searches of the four component databases: 
pdb Brookhaven Protein Data Bank, April 1995 Release 

genbank GenBank(R) Release 92 (no daily updates), December 15, 1995 
gbupdate GenBank(R) cumulative daily updates to the major release 
embl EMBL Data Library, Release 45.0, December 1995 

emblu EMBL Data Library cumulative daily updates to the major release 

vector Vector subset of GenBank(R), February 3rd, 1995 

alu *+ Select Alu repeats from REPBASE 

kabatnuc Kabat Sequences of Nucleic Acid of Immunological Interest, June 1995 
epd Eukaryotic Promoter Database Release 43, June 1995 
dbest + Database of Expressed Sequence Tags (cumulative daily update) 
dbsts + Database of Sequence Tagged Sites Release 1.5, October 26, 1994 



0 8 7 66 3 5 0 
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* Databases that are not accessible through the NCBI Retrieve E-mail server. 
+ The TBLASTX program is restricted to searching these databases. 



You can obtain the BLAST documentation files, send a message consisting of 
just the word "help 11 (without the quotes) to: blastancbi.nlm.nih.gov 
Last modification dates: August 10th 95 for the E-mail server help, January 
19th 94 for the BLAST manual and March 18th 95 for the BLAST FAQ. 

For a free subscription to "NCBI News", the NCBI newsletter, send a request 
along with your name and postal mailing address to: infoalncbi.nlm.nih.gov 



A new GenBank sequence submission tool, called Banklt, is now available 
through the NCBI's home page on the World Wide Ueb. The URL is 
http://www.ncbi.nlm.nih.gov/ 



BLASTP 1.4.8MP [20- June- 1995] [Build 13:58:02 Oct 17 1995] 

Reference: Altschul, Stephen F., Warren Gish, Webb Miller, Eugene W. Myers, 
and David J. Lipman (1990). Basic local alignment search tool. J. Mol. Biol. 
215:403-10. 

Query= 11D10VH.pep 
(118 letters) 

Database: Non- redundant PDB+SwissProt+SPupdate+PIR+GenPept+GPupdate 

172,206 sequences; 51,001,589 total letters. 
Searching done 



Observed Numbers of Database Sequences Satisfying 
Various EXPECTation Thresholds (E parameter values) 



Histogram units: = 39 Sequences : less than 39 sequences 



EXPECTation Threshold 
(E parameter) 

i 

V Observed Counts- -> 
10000 17649 2283 
6310 15366 1203 
3980 14163 1037 



2510 13126 
1580 12266 
1000 11454 
631 10914 
398 10576 
251 10257 



158 
100 
63.1 
39.8 
25.1 
15.8 



6.31 
3.98 
2.51 
1.58 
1.00 
0.63 
0.40 
0.25 
0.16 
0.10 
0.063 
0.040 
0.025 



860 
812 
540 
338 
319 
336 
227 
217 
207 
190 
239 
206 



9921 
9694 
9477 
9270 
9080 
8841 

»»»»»»»»»»> 

10.0 8635 223 

8412 194 

8218 219 

7999 211 

7788 229 

7559 180 

7379 177 

7202 222 

6980 177 

6803 192 

6611 136 

6475 152 

6323 160 

6163 116 



Expect = 10.0, Observed = 8635 ««««««««< 



0.016 
0.010 
0.0063 
0.0040 
0.0025 
0.0016 



6047 
5930 
5855 
5757 
5645 
5541 



117 
75 
98 
112 
104 
72 
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Smallest 
Sum 



Sequences producing High-scoring Segment Pairs: 



9P 
9P 

gp 
gp 



X 64805 
Ml 7953 
Z22117 
U10410 



MMAIDHCH 1 
MUSIGHXW~1 
MDIGGVBCJ 
MMU10410 1 



pir|S38950|s38950 



gp 
gp 
gp 



Z22034 
U40581 
A13735 



MDIGGVAGJ 
HMU40581 1 
A13735 1" 



pir|PS0024|PS0024 
gp|Z22059|MDIGGVAN_1 
pir|E48677|E48677 
gp|M32037|MUSIGHR<_1 
pir|S41394|S41394 
gp|S69279 S69279 1 
gp|z22088 MDIGGVAR 1 
pir|F48677|F48677 " 
gp|L22747|MUSF 1 
gp|M32036|HUSIGHRJ_1 
pir|A26405|A26405 
gp|U26991|MMU26991_1 
pir|PL0208|PL0208 



9P 

gp 
gp 
gp 
gp 
gp 



X53637 
H34581 
L24557 
H36210 
M28251 
Z22129 



MME225H_1 
MUSIGHABUJ 
HUSIGHKADQJ 
MUSIGHADQJ 
HUSIGHMX_1 
MDIGMVBC 1 



pir|S26309|S26309 
gp|M32035|HUSIGHRI 1 
gp|s7405l|s74051_1~ 
pir|PH1482|PH1482 



gp 
gp 
gp 

sp 



X06110 
Z22134 
K00684 
P01747 



MMIGVHD1J 
MDIGHVBF 1 
MUSIGHBG~1 
HV03 MOUSE 



pir|B22769|B22769 



gp 
gp 
gp 
gp 



M36216 
L25855 
S77022 
M36225 



MUSIGHADWJ 
MUSIGGBJ 
S77022_1 
MUSIGHAEF 1 



pir|S40295|S40295 



9P 

gp 
gp 
gp 
gp 
gp 
gp 
gp 
gp 
gp 
gp 
gp 
gp 



L22749 
M61026 
M31287 
M31288 
M31908 
M36226 
U36491 
L35315 
X88902 
M36209 
M 12809 
X75095 
M36224 



MUSI 1 
MUSIGHAANN 1 
MUSIGHAVAJ 
MUSIGHAWA_1 
MUSIGHRCJ 
MUSIGHAEG 1 
MMU36491 T 
MUSIVDJA~1 
MMVARHECH 1 
MUSIGHADPJ 
MUSIGHJAJ 
MMHCVR1 1 
MUSIGHAEE 1 



pir|A54378|A54378 
sp | P0 1 746 1 H V02J4OUSE 



anti-Id mAB 114 haevy chain, V-reg... 
immunoglobulin heavy chain [Mus mu... 
immunoglobulin variable region [Mu... 
antineuraminidase single chain ant... 
Ig gamma chain - mouse 
immunoglobulin variable region [Mu... 
sFv antibody [Mus musculus] 
V region monoclonal ant i body , cross. . . 
Ig heavy chain precursor V region ... 
immunoglobulin variable region [Mu... 
Ig heavy chain V-D-J region (48) 
Mouse Ig H-chain mRNA V-D-J region... 
Ig heavy chain V region - mouse 
anti-louping ill virus antibody 4. .. . 
immunoglobulin variable region [Mu... 
Ig heavy chain V-D-J region (44.1)... 
immunoglobulin heavy chain [Mus mu... 
Mouse Ig H-chain mRNA V-D-J region... 
Ig heavy chain V region (3D10) - m... 
Ig variable region [Mus musculus] 
anti- idiotypic antibody E225, gamm... 
E225 gene product [Mus musculus] 
Mouse Ig heavy-chain mRNA V-D-J re... 
immunoglobulin heavy chain [Mus mu... 
immunoglobulin heavy chain V-regio. .. 
Mouse Ig rearranged gamma-chain (G... 
immunoglobulin variable region [Mu. . . 
Ig heavy chain V region - mouse 
Mouse Ig H-chain mRNA V-D-J region... 
Ig VH gene product [Mus sp.] 
Ig heavy chain V region (clones 36... 
Mouse mRNA (36-35) for immunoglobu. . . 
immunoglobulin variable region [Mu... 
Mouse Ig active H-chain V- region f... 
IG HEAVY CHAIN V REGION (36-65). 
Ig heavy chain V region (B1-8.V1/V. . . 
immunoglobulin heavy chain V-regio... 
IgG gene product [Mus musculus] 
anti-CD29 antibody heavy chain var... 
immunoglobulin heavy chain V-regio... 
Ig gamma- 2a chain (mAb735) - mouse 
immunoglobulin heavy chain [Mus mu... 
immunoglobulin heavy chain VDJ reg... 
IgG gene product [Mus musculus] 
Mouse active rheumatoid factor IgA... 
Mouse Ig H-chain V-D-J region mRNA... 
immunoglobulin heavy chain V-regio... 
J558+ IgM heavy chain [Mus musculus] 
immunoglobulin heavy chain [Mus mu... 
Fv fragment variable heavy chain [... 
immunoglobulin heavy chain V-regio... 
Mouse Ig rearranged H-chain V-regi... 
ASWA1 heavy chain variable regions... 
immunoglobulin heavy chain V-regio... 
anti-triplex DNA immunoglobulin he... 
IG HEAVY CHAIN PRECURSOR V REGION ... 



High 


Probability 


Score 


P(N) 


N 


542 


7.4e-70 


1 


462 


4.2e-65 


2 


430 


2.3e-64 


2 


425 


1.3e-63 


2 


420 


2.6e-63 


2 


421 


4.0e-63 


2 


409 


1.1e-61 


2 


390 


1.3e-61 


2 


390 


1.5e-61 


2 


417 


1.7e-61 


2 


404 


3.1e-61 


2 


419 


3.1e-61 


2 


407 


B.le-61 


2 


405 


8.1e-61 


2 


407 


8.1e-61 


2 


400 


1.1e-60 


2 


475 


1.1e-60 


1 


414 


1.5e-60 


2 


400 


1.5e-60 


2 


473 


1 ,8e-60 


1 


418 


1 .8e-60 


2 


418 


1.8e-60 


2 


408 


2.0e-60 


2 


401 


2.0e-60 


2 


422 


2.1e-60 


2 


406 


2.5e-60 


2 


400 


2.8e-60 


2 


394 


2.9e-60 


2 


411 


3.8e-60 


2 


471 


4.0e-60 


1 


410 


4.5e-60 


2 


410 


5.2e-60 


2 


401 


5.2e-60 


2 


409 


6.2e-60 


2 


409 


7.2e-60 


2 


409 


7.2e-60 


2 


409 


7.2e-60 


2 


407 


7.3e-60 


2 


403 


7.5e-60 


2 


468 


9.9e-60 


1 


420 


1.1e-59 


2 


467 


1.4e-59 


1 


467 


1.4e-59 


1 


466 


1.9e-59 


1 


466 


1.9e-59 


1 


404 


2.5e-59 


2 


414 


2.5e-59 


2 


402 


2.8e-59 


2 


404 


2.9e-59 


2 


389 


3.2e-59 


2 


415 


3.4e-59 


2 


403 


3.4e-59 


2 


404 


3.5e-59 


2 


464 


3.5e-59 


1 


464 


3.6e-59 


1 


405 


4.0e-59 


2 
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pir|s21810|S21810 
gp|M33856|MUSIGHABM 1 
pir|G48677|G48677 
gp|Z22028|HDIGGVADJ 
gp|z22101 |mdIGGVAW 1 
pdb| 1 FBI | H 



HUSIGHRE 1 
MMU39781J 
MUSIGHM195 
MUSIGKXEj" 
U00927 1 
MUSIGHVBE 1 



gp H31913 
gp U39781 
gp M83098 
gp H94153 
gp U00927 
gp J 04548 
pir|PH1489|PHl489 
M36213 
H36219 
L22746 
M 64 141 
X65773 
A30577 
S3 1930 
S20646 
M36207 
Z22099 
U23046 
L41877 
U22903 



gp 

9P 

gp 
gp 
gp 

pir 
pir 
pir 

gp" 
gp 
gp 
gp 
gp 



MUSIGHADTJ 
MUSIGHADZJ 
MUSEJ 
MUSIGHNOL 1 
MMLB4IHEV~1 
A30577 
S3 1930 
S20646 
MUSIGHAFR 1 
MDIGGVAV T 
HMU23046~1 
MUSIHCBJ 
MMU22903_1 
pir|A21854|A21854 
gp|M31281 |MUSIGHAPAA_1 
gp|j04547|HUSIGHVBD 1 



pir S20643 
pir S25175 
pir A24672 
gp M60237 
gp X82581 
gp U07214 
gp M64134 
gp M64142 
gp S71019 
sp P01751 
gp U26992 
gp H28529 
pir 

gp I M26808 J MUSI GH ADH_1 
gp|z22024|MDIGMVAA_1 



S20643 
S25175 
A24672 
MUSIGHP1 1 1 1 
MMIGPE2 1 ~ 
MMU07214J 
MUSIGHNOEJ 
MUSIGHNOMJ 
S71019 1 
HV07 HOUSE 
HHU26992 1 
MUSIGHMO~1 



A22769|A22769 



Ig heavy chain V region - mouse >g... 
Mouse Ig K-chain mRNA V- region, 5'... 
Ig heavy chain V-D-J region C419.1... 
Immunoglobulin Variable Region [Hu... 
immunoglobulin variable region [Hu... 
Fab Fragment Of The Honoclonal Ant... 
Mouse Ig H-chain V-D-J region mRNA... 
J 558+ IgM heavy chain [Hus muse u I us] 
immunoglobulin heavy chain [Mus mu... 
immunoglobulin gamma-chain [Mus mu... 
antibody heavy chain FAB [Mus muse... 
immunoglobulin gamma-chain [Mus mu. .. 
Ig heavy chain V region (clone X41... 
immunoglobulin heavy chain V-regio. .. 
immunoglobulin heavy chain V-regio... 
immunoglobulin heavy chain [Mus mu... 
Ig heavy chain [Mus musculus] 
IgE antibody heavy chain (VDJ) [Mu... 
Ig heavy chain precursor V region ... 
Ig gamma chain - Mouse (fragment) ... 
Ig heavy chain V region - mouse >g... 
immunoglobulin heavy chain V-regio... 
immunoglobulin variable region [Mu. .. 
anti-ds-DNA immunoglobulin heavy c... 
immunoglobulin heavy chain [Mus mu. .. 
IgG Vh region [Mus musculus] 
Ig heavy chain V region (IF6) - mouse 
Mouse active rheumatoid factor IgA... 
immunoglobulin gamma-chain [Mus mu... 
Ig heavy chain V region - mouse >g... 
Ig heavy chain V region - mouse >g... 
Ig heavy chain precursor V region ... 
immunoglobulin heavy chain [Mus mu. .. 
IgG heavy chain [Mus musculus] 
anti-C5a Ig heavy chain V region [... 
Ig heavy chain [Mus musculus] 
Ig heavy chain [Hus musculus] 
anti-erbB-2 product monoclonal ant... 
IG HEAVY CHAIN PRECURSOR V REGION ... 
Ig variable region [Mus musculus] 
Mouse active Ig mu- chain VJ3-regio... 
Ig heavy chain V region (B1-8) - m... 
Mouse Ig heavy chain mRNA V-region... 
immunoglobulin variable region [Mu... 



410 


4.1e-59 


2 


403 


4.2e-59 


2 


388 


4.6e-59 


2 


396 


4.7e-59 


2 


399 


4.8e-59 


2 


383 


6.6e-59 


2 


404 


8.8e-59 


2 


389 


9.4e-59 


2 


388 


1.1e-58 


2 


400 


1.1e-58 


2 


386 


1.2e-58 


2 


399 


1.4e-58 


2 


399 


1.4e-58 


2 


410 


1.7e-58 


2 


404 


1.7e-58 


2 


408 


1.7e-58 


2 


391 


1.8e-58 


2 


458 


2.0e-58 


1 


402 


2.7e-58 


2 


385 


2.9e-58 


2 


385 


3.0e-58 


2 


408 


3.1e-58 


2 


397 


3.1e-58 


2 


385 


3.1e-58 


2 


407 


3.7e-58 


2 


393 


4.0e-58 


2 


382 


4.2e-58 


2 


392 


4.3e-58 


2 


394 


4.8e-58 


2 


387 


5.7e-58 


2 


399 


5.8e-58 


2 


395 


5.8e-58 


2 


455 


5.9e-58 


1 


389 


6.0e-58 


2 


455 


6.1e-58 


1 


395 


6.1e-58 


2 


395 


6.2e-58 


2 


394 


6.4e-58 


2 


394 


6.8e-58 


2 


382 


6.9e-58 


2 


282 


7.8e-58 


3 


394 


7.9e-58 


2 


394 


7.9e-58 


2 


403 


8.3e-58 


2 



WARNING: Descriptions of 8535 database sequences were not reported due to the 
limiting value of parameter V = 100. 



>gp|x64805|MMAIDHCH_1 anti-Id mAB 114 haevy chain, V-region [Mus musculus] 
Length = 118 

Score = 542 (246.4 bits) ( Expect = 7.4e-70, P = 7.4e-70 
Identities = 100/118 (84%), Positives = 110/118 (93X) 

Query: 1 QAYLQQSGAELVRSGASVKMSCKASGYTLTSYNMHUVKQTPGQGLEU1GNI FPGNGDTYY 60 

QAYLQQSGAELVR G+SVKMSCKASGYT TSYNMHUVKQTP QGLEUIG I+PGNGDT Y 
Sbjct: 1 QAYLQQSGAELVRPGSSVKMSCKASGYTFTSYNMHWVKQTPRQGLEUIGAIYPGNGDTSY 60 

Query: 61 NQKFKGKASLTADTSSSTAYMQISSLTSEDSAVYFCARGNUEGALDYUGQGTSVTVSS 118 

NQKFKGKA+LT D SSSTAYMQ+SSLTSEDSAVYFCARG++ G++D Y WGQ GT++T VSS 
Sbjct: 61 NQKFKGKATLTVDKSSSTAYMQLSSLTSEDSAVYFCARGDYSGSIDYWGQGTTLTVSS 118 



>gp|Mi7953|MUSIGHXU_1 imnunoglobulin heavy chain [Mus musculus] 
Length = 140 
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Score = 462 (210.0 bits), Expect = 4.2e-65 f Sun P(2) = 4.2e-65 
Identities = 88/98 (89%), Positives = 91/98 (92X) 

Query: 1 QAYLQQSGAELVRSGASVKMSCKASGYTLTSYNMHWVKQTPGQGLEWIGNIFPGNGDTYY 60 

QAYLQQSGAELVR GASVKMSCKASGYT TSYNMHWVKQTP QGLEWIG I+PGNGDT Y 
Sbjct: 20 QAYLQQSGAELVRPGASVKMSCKASGYTFTSYNMHWVKQTPRQGLEW1GAIYPGNGDTSY 79 

Query: 61 NQKFKGKASLTADTSSSTAYMQISSLTSEDSAVYFCAR 98 

NQKFKGKA+LT D SSSTAYHQ+SSLTSEDSAVYFCAR 
Sbjct: 80 NQKFKGKATLTVDKSSSTAYMQLSSLTSEDSAVYFCAR 117 

Score - 50 (22.7 bits), Expect = 4.2e-65, Sum P{2) = 4.2e-65 
Identities = 9/12 (75%), Positives = 10/12 (83%) 

Query: 106 DYWGQGTSVTVS 117 

D UG GT+VTVS 
Sbjct: 129 DVWGTGTTVTVS 140 



>gp|Z22117|MDIGGVBC_1 immunoglobulin variable region [Mus musculus domesticus] 
Length =120 

Score = 430 (195.5 bits), Expect - 2.3e-64, Sum P(2) * 2.3e-64 
Identities = 80/98 (81%), Positives = 88/98 (89%) 

Query: 1 QAYLQQSGAELVRSGASVKHSCKASGYTLTSYNMHWVKQTPGQGLEWIGNIFPGNGDTYY 60 

+ LQQSG ELV+ GASVK+SCKASGYT T Y MHWVKQ PGQGLEWIG I+PG+G+TYY 
Sbjct: 1 EVQLQQSGPELVKPGASVKISCKASGYTFTDYYMHWVKQKPGQGLEWIGEI YPGSGNTYY 60 

Query: 61 NQKFKGKASLTADTSSSTAYMQISSLTSEDSAVYFCAR 98 

N+KFKGKASLTAD SSSTAYHQ+SSLTSEDSAVYFCAR 
Sbjct: 61 NEKFKGKASLTADKSSSTAYMQLSSLTSEDSAVYFCAR 98 

Score = 77 (35.0 bits), Expect - 2.3e-64, Sum P(2) = 2.3e-64 
Identities = 14/15 (93%), Positives = 15/15 (100%) 

Query: 104 ALOYWGQGTSVTVSS 118 

A+OYWGQGTSVTVSS 
Sbjct: 106 AMDYWGQGTSVTVSS 120 



>gp|U10410|MMUl0410_1 antineuraminidase single chain antibody [Mus musculus] 
Length = 273 

Score = 425 (193.2 bits). Expect = 1.3e-63, Sum P(2) = 1.3e-63 
Identities = 79/98 (80%), Positives = 89/98 (90%) 

Query: 1 QAYLQQSGAELVRSGASVKMSCKASGYTLTSYNMHWKQTPGQGLEWIGMIFPGNGDTYY 60 

Q LQQSGAELV+ GASV+MSCKASGYT T+YNM+WVKQ+PGQGLEWIG +PGNGDT Y 
Sbjct: 23 QVQLQQSGAELVKPGASVRMSCKASGYTFTNYNHYWVKQSPGQGLEWIGIFYPGNGDTSY. 82 

Query: 61 NQKFKGKASLTADTSSSTAYMQISSLTSEDSAVYFCAR 98 

NQKFK KA+LTAD SS+TAYMQ+SSLTSEDSAVY+CAR 
Sbjct: 83 NQKFKDKATLTADKSSNTAYMQLSSLTSEDSAVYYCAR 120 

Score = 74 (33.6 bits). Expect a l.3e-63, Sum P(2) = 1.3e-63 
Identities = 12/17 (70%), Positives = 15/17 (88%) 

Query: 101 WEGALDYWGQGTSVTVS 117 

++G DYUGQGT+VTVS 
Sbjct: 127 YDGGFOYWGQGTTVTVS 143 



>pir|S38950|S38950 Ig gamma chain - mouse 
Length = 246 

Score = 420 (190.9 bits). Expect = 2.6e-63, Sum P(2) = 2.6e-63 
Identities = 79/99 (79%), Positives = 88/99 (88%) 
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Query: 1 QAYLQQSGAELVRSGASVKMSCKASGYTLTSYNMHWVKQTPGQGLEW I GN I FPGNGDTYY 60 

Q LQQSG ELVR GASVK+SCKASGYT T Y +HUVKQ PG+GLEUIG I+PG+G+T Y 
Sbjct: 1 Q IOLQQSGPE LVRPGASVK I SCKASGYTFTDYY I HUVKQRPGEGLEUI GW I YPGSGNTKY 60 

Query: 61 NQK F KGKAS L TAD TSSST AYMQ I SS L T SED SAVY F CARG 99 

N+KFKGKA+LT DTSSSTAYMQ+SSLTSEDSAVYFCARG 
Sbjct: 61 NEKFKGKATLTVDTSSSTAYMQLSSLTSEDSAVYFCARG 99 

Score - 77 (35.0 bits), Expect - 2.6e-63 f Sum P(2) = 2.6e-63 
Identities = 14/15 (93%), Positives = 15/15 (100%) 

Query: 104 ALDYWGQGTSVTVSS 118 

A+DYUGQGTSVTVSS 
Sbjct: 103 AMDYWGQGTSVTVSS 117 



>gp|Z22034|HDlGGVAG_1 immunoglobulin variable region [Mus musculus domest i cus] 
Length = 119 

Score = 421 (191.4 bits), Expect = 4.0e-63 # Sum P(2) - 4.0e-63 
Identities = 79/104 (75%), Positives = 90/104 (86%) 

Query: 1 QAYLQQSGAELVRSGASVKMSCKASGYTLTSYNMHUVKQTPGQGLEWI GN I FPGNGDTYY 60 

Q LQQSG ELV+ GASVK+SCKASGYT T Y +HUVKQ+PGQGLEWIG I+PG+G+T Y 
Sbjct: 1 QVQLQQSGPELVKPGASVKLSCKASGYTFTDYT I HUVKQSPGQGLEWI GUI YPGSGNTKY 60 

Query: 61 NQKFKGKASLTADTSSSTAYMQISSLTSEDSAVYFCARGNUEGA 104 

N KFKGKA++TAD SSSTAYHQ+SSLTSEDSAVYFCARG G+ 
Sbjct: 61 NDKFKGKATMTADKSSSTAYMQLSSLTSEDSAVYFCARGVARGS 104 

Score = 77 (35.0 bits), Expect = 4.0e-63, Sum P(2) = 4.0e-63 
Identities = 14/15 (93%), Positives = 15/15 (100%) 

Query: 104 ALDYWGQGTSVTVSS 118 

A+DYWGQGTSVTVSS 
Sbjct: 105 AMDYWGQGTSVTVSS 119 



>gp|U40581 [MMU40581J sFv antibody [Mus musculus] 
Length = 246 

Score = 409 (185.9 bits). Expect = 1.1e-61, Sum P(2) = 1.1e-61 
Identities - 78/99 (78%), Positives = 85/99 (85%) 

Query: 1 QAYLQQSGAELVRSGASVKMSCKASGYTLTSYNMHWVKQTPGQGLEUIGNI FPGNGDTYY 60 

Q LQ+SGAELV+ GASVK+SCKASGYT TSY MHWVKQ PGQGLEWIG I P KIG T Y 
Sbjct: 1 QVQLQESGAELVKPGASVKLSCKASGYTFTSYWMHWVKQRPGQGLEUIGKINPSNGRTNY 60 

Query: 61 NQKFKGKASLTADTSSSTAYMQISSLTSEDSAVYFCARG 99 

N+KFK KA+LT D SSSTAYMQ+SSLTSEDSAVY+CARG 
Sbjct: 61 NEKFKSKATLTVDKSSSTAYMQLSSLTSEDSAVYYCARG 99 

Score = 76 (34.5 bits), Expect = 1.1e-61, Sum P(2) = 1.1e-61 
Identities = 14/15 (93%), Positives = 15/15 (100%) 

Query: 104 ALDYWGQGTSVTVSS 118 

ALDYWGQGT+VTVSS 
Sbjct: 109 ALDYWGQGTTVTVSS 123 

Score - 50 (22.7 bits). Expect = 0.0083, Sum P(3) = 0.0083 
Identities = 8/20 (40%), Positives - 14/20 (70%) 

Query: 81 MQISSLTSEDSAVYFCARGN 100 

+ I+S+ +ED +YFC + N 
Sbjct: 211 LSI NSVETED FGMYFCQQSN 230 



Score = 39 (17.7 bits), Expect = 0.0083, Sum P(3) = 0.0083 
Identities = 8/14 (57X), Positives = 10/14 (71%) 





11D10 Heavy Chain PEPTIDE- Z 



Query: 12 VRSGASVKMSCKAS 25 

V G SV +SC+AS 
Sbjct: 151 VTPGDSVSLSCRAS 164 

Score = 34 (15.5 bits). Expect = 0.0083, Sum P(3) =0.0083 
Identities - 5/9 (55%), Positives - 7/9 (77%) 

Query: 31 SYNMHWVKQ 39 

S N+HU +Q 
Sbjct: 168 SNNLHWYQQ 176 



>gp|A13735|A13735_1 V region monoclonal antibody, cross reacts with 19 known 
P. aeruginosa serotypes [unidentified] >gp|M28834|MUSIGHALPA_1 
immunoglobulin gamma -2a chain [Mus musculus] 
Length = 159 

Score = 390 (177.3 bits). Expect - 1.3e-61, Sum P(2) = 1.3e-61 
Identities = 76/98 (77%), Positives = 81/98 (82%) 

Query: 1 QAYLQQSGAELVRSGASVKMSCKASGYTLTSYNMHWVKQTPGQGLEWIGNIFPGNGDTYY 60 

Q LQQSGAEL + GASVKMSCKASGYT T+Y MHWVKQ PGQGLEWIG IP G T Y 
Sbjct: 20 QVQLQQSGAELAKPGASVKMSCKASGYTFTAYWMHWVKQRPGQGLEWIGYINPNTGYTEY 79 

Query: 61 NQKFKGKASLTADTSSSTAYMQ I SSLTSEDSAVYFCAR 98 

NQ FK KA+LTAD SSSTAYMQ+SSLTSEDSAVY+C R 
Sbjct: 80 NQNFKDKATLTADKSSSTAYMQLSSLTSEDSAVYYCTR 117 

Score - 96 (43.6 bits), Expect = l.3e-61, Sum P(2) = 1.3e-61 
Identities = 17/19 (89%), Positives = 19/19 (100%) 

Query: 100 N WE GALD YWGQGT S VT VSS 118 

N+EGA+DYWGQGTSVTVSS 
Sbjct: 121 NYEGAMDYWGQGTSVTVSS 139 



>pir|PS0024|PS0024 Ig heavy chain precursor V region (6A4) - mouse 
Length = 139 

Score = 390 (177.3 bits), Expect = 1.5e-61, Sum P(2) = 1.5e-61 
Identities = 76/98 (77%), Positives = 81/98 (82%) 

Query: 1 QAYLQQSGAELVRSGASVKMSCKASGYTLTSYNMHWVKQTPGQGLEUIGNI FPGNGDTYY 60 

Q LQQSGAEL + GASVKMSCKASGYT T+Y MHWVKQ PGQGLEWIG IP G T Y 
Sbjct: 20 QVQLQQSGAELAKPGASVKMSCKASGYTFTAYWMHWVKQRPGQGLEWIGY1NPNTGYTEY 79 

Query: 61 NQKFKGKASLTADTSSSTAYMQ I SSLTSEDSAVYFCAR 98 

NQ FK KA+LTAD SSSTAYMQ+SSLTSEDSAVY+C R 
Sbjct: 80 NQNFKDKATLTADKSSSTAYMQLSSLTSEDSAVYYCTR 117 

Score = 96 (43.6 bits). Expect - 1.5e-61, Sum P(2) = 1.5e-61 
Identities = 17/19 (89%), Positives = 19/19 (100%) 

Query: 100 NUEGALDYWGQGTSVTVSS 118 

N+EGA+DYWGQGTSVTVSS 
Sbjct: 121 NYEGAMDYWGQGTSVTVSS 139 



>gp|Z22059|MDIGGVAN 1 immunoglobulin variable region [Mus musculus domes ticus] 
Length =121 

Score = 417 (189.6 bits). Expect = 1.7e-61, Sum P(2) = 1.7e-61 
Identities - 79/100 (79%), Positives - 89/100 (89%) 

Query: 1 QAYLQQSGAELVRSGASVKMSCKASGYTLTSYNMHWVKQTPGQGLEWIGNIFPGNGDTYY 60 

Q LQQSG ELVR GASVK+SCKASGYT T Y ++WVKQ PGQGLEWIG I+PG+G+T Y 
Sbjct: 1 Q I QLQQSGPELVRPGASVXI SCKASGYT FTDYY I NWVKQRPGQGLEWI GWI YPGSGNTKY 60 

Query: 61 NQKFKGKASLTADTSSSTAYMQ I SSLTSEDSAVYFCARGN 100 




11D10 Heavy Chain PEPTIDE - g 



N+KFKGKA+LT DTSSSTAYMQ+SSLTSEDSAVYFCARG+ 
Sbjct: 61 NEKFKGKATLTVDTSSSTAYMQLSSLTSEDSAVYFCARGD 100 

Score = 69 (31.4 bits), Expect = 1.7e-61, Sun P(2) = 1.7e-61 
Identities = 12/14 (85%), Positives = 14/14 (100X) 

Query: 105 LDYWGQGTSVTVSS 118 

LDYWGQGT++TVSS 
Sbjct: 108 LDYUGQGTTLTVSS 121 

>pir|E48677|E48677 Ig heavy chain V-D-J region (48) - mouse (fragment) 
Length = 123 

Score = 404 (183.7 bits). Expect = 3.1e-61, Sun P(2) = 3.1e-61 
Identities = 78/108 (72%), Positives = 89/108 (82%) 

Query: 1 QAYLQQSGAELVRSGASVKMSCKASGYTLTSYNMHWVKQTPGQGLEWIGN I FPGNGDTYY 60 

Q LQQSGAELVR+G+SVKMSCKASGYT TSY ++WVKQ PGQGLEWIG I PGNG Y 
Sbjct: 1 QVRLQQSGAE LVRAGSSVKMSCKASGYT FTSYGVNUVKQRPGQGLEWI GY I NPGNGY I NY 60 

Query: 61 NQKFKGKASLTADTSSSTAYMQISSLTSEDSAVYFCARGNWEGALDYW 108 

N+KFKGK +LT D SSSTAYMQ+ SLTSEOSAV+FCAR ++ G Y+ 
Sbjct: 61 NEKFKGKTTLTVDKSSSTAYMQLRSLTSEDSAVFFCARSSYFGGGYYY 108 

Score = 80 (36.4 bits), Expect = 3.1e-61, Sum P(2) = 3.1e-61 
Identities = 15/20 (75%), Positives = 17/20 (85%) 

Query: 99 GNUEGALDYUGQGTSVTVSS 118 

G + A+DYWGQGTSVTVSS 
Sbjct: 104 GGYYYAMDYWGQGTSVTVSS 123 

>gp|H32037|MUSIGHRK_1 Mouse Ig H-chain mRNA V-D-J region, from hybridoma 

P65I4-2, partial cds. [Mus musculus] >gp|M32038|MUSIGHRL_1 Mouse Ig 
H-chain mRNA V-D-J region, from hybridoma P65J4-1, partial cds. 
[Mus muscuLus] 
Length = 121 

Score = 419 (190.5 bits). Expect = 3.1e-61, Sum P(2) = 3.1e-61 
Identities = 80/108 (74%), Positives = 90/108 (83%) 

Query: 1 QAYLQQSGAELVRSGASVKMSCKASGYTLTSYNMHUVKQTPGQGLEWIGNI FPGNGDTYY 60 

+ LQQSGAELVR+G+SVKMSCKASGYT TSY ++WVKQ PGQGLEWIG I PGNG T Y 
Sbjct: 1 EVQLQQSGAELVRAGSSVKMSCKASGYTFTSYGINWVKQRPGQGLEWIGYINPGNGYTKY 60 

Query: 61 NQKFKGKASLTADTSSSTAYMQISSLTSEDSAVYFCARGNWEGALDYW 108 

N+KFKGK +LT D SSSTAYMQ+ SLTSEDSAVYFCAR N+ G Y+ 
Sbjct: 61 NEKFKGKTTLTVDKSSSTAYMQLRSLTSEDSAVYFCARSNYYGGSYYF 108 

Score = 65 (29.5 bits), Expect - 3.1e-61, Sum P(2) = 3.1e-61 
Identities = 11/13 (84%), Positives = 13/13 (100%) 

Query: 106 DYUGQGTSVTVSS 118 

DYWGQGT++TVSS 
Sbjct: 109 DYWGQGTTLTVSS 121 

>pir|S41394|S41394 Ig heavy chain V region - mouse 
Length =120 

Score = 407 (185.0 bits), Expect - 8.1e-61, Sum P(2) = 8.1e-61 
Identities = 78/98 (79%), Positives ~ 84/98 (85%) 

Query: 1 QAYLQQSGAELVRSGASVKMSCKASGYTLTSYNMHWVKQTPGQGLEUIGN I FPGNGDTYY 60 

+ LQQSGAELV+ GASVK+SCKASGYT TSY MHWVKQ PGQGLEWIG I P + TYY 
Sbjct: 1 EVQLQQSGAELVKPGASVKLSCKASGYTFTSYWMHWVKQRPGQGLEWIGEIDPSDSYTYY 60 



Query: 



61 NQKFKGKASLTADTSSSTAYMQISSLTSEDSAVYFCAR 98 



• 

11D10 Heavy Chain PEPTIDE - 



NQKFKGKA+LT D SSSTAYMQ SSLTSEDSAVY+CAR 
Sbjct: 61 NQKFKGKATLTVDKSSSTAYMQFSSLTSEDSAVYYCAR 98 

Score = 74 (33.6 bits), Expect - 8.1e-61, Sum P(2) = 8.1e-61 
Identities ~ 13/15 (86%), Positives = 15/15 (100%) 

Query: 104 ALDYWGQGTSVTVSS 118 

++DYWGQGTSVTVSS 
Sbjct: 106 SMDYWGQGTSVTVSS 120 



>gp | S69279 | S69279_1 anti-louping ill virus antibody 4.2 heavy-rchain variable 
region [Mus sp.] 
Length = 120 

Score = 405 (184.1 bits). Expect - 8.1e-61, Sum P(2) = 8.1e-61 
Identities = 77/99 (77%), Positives = 85/99 (85%) 

Query: 1 QAYLQQSGAELVRSGASVKMSCKASGYTLTSYNMHWVKQTPGQGLEUIGN I FPGNGDTYY 60 

Q LQQSG ELV+ GASVKMSCKASGYT T Y + WVKQ GQGLEWIG I+PG+G TYY 
Sbjct: 1 QVQLQQSGPELVKPGASVKMSCKASGYTFTDYV1GWVKQRTGQGLEWIGEIYPGSGTTYY 60 

Query: 61 NQKFKGKASLTADTSSSTAYMQISSLTSEDSAVYFCARG 99 

M+KFK KA+LTAD SS+TAYMQ+SSLTSEDSAVYFCARG 
Sbjct: 61 NEKFKDKATLTADKSSNTAYMQLSSLTSEDSAVYFCARG 99 

Score - 76 (34.5 bits). Expect = 8.1e-61, Sum P(2) = 8.1e-61 
Identities = 14/15 (93%), Positives = 15/15 (100%) 

Query: 104 ALDYWGQGTSVTVSS 118 

ALDYWGQGT+VTVSS 
Sbjct: 106 ALDYWGQGTTVTVSS 120 



>gp|Z22088|MDIGGVAR 1 immunoglobulin variable region [Mus musculus domesticusj 
Length = 119 

Score - 407 (185.0 bits), Expect = 8.1e-61, Sum P(2) = 8.1e-61 
Identities = 78/103 (75%), Positives = 84/103 (81%) 

Query: 1 QAYLQQSGAELVRSGASVKMSCKASGYTLTSYNMHWVKQTPGQGLEWIGN I FPGNGDTYY 60 

Q LQQS AEL R GASVKMSCKASGYT T Y MHWVKQ PGQ LEUIG I+PGN DT Y 
Sbjct: 1 QVQLQQSEAELARPGASVKMSCKASGYTFTRYWMHWVKQRPGQALEWIGAIYPGNSDTNY 60 

Query: 61 NQKFKGKASLTADTSSSTAYMQISSLTSEDSAVYFCARGNWEG 103 

NQKFKGKA LTA TS+STAYM++SSL SEDSAVY+CAR + G 
Sbjct: 61 NQKFKGKAKLTAVTSASTAYMELSSLASEDSAVYYCARSRYRG 103 

Score = 74 (33.6 bits), Expect = 8.1e-61, Sum P(2) = 8.1e-61 
Identities = 13/15 (86%), Positives = 15/15 (100%) 

Query: 104 ALDYWGQGTSVTVSS 118 

++DYWGQGTSVTVSS 
Sbjct: 105 SMDYWGQGTSVTVSS 119 



>pi r | F48677 | F48677 Ig heavy chain V-D-J region (44.1) - mouse (fragment) 
Length = 123 

Score = 400 (181.8 bits). Expect = 1.1e-60, Sum P(2) = 1.1e-60 
Identities = 77/108 (71%), Positives = 89/108 (82%) 

Query: 1 QAYLQQSGAELVRSGASVKMSCKASGYTLTSYNMHWVKQTPGQGLEWIGN I FPGNGDTYY 60 

Q LQQSGAELVR+G+SVK+SCKASGYT TSY ++WVKQ PGQGLEWIG I PGNG Y 
Sbjct: 1 QVRLQQSGAELVRAGSSVKI SCKASGYTFTSYGVNWVKQRPGQGLEWI GY I NPGNGY I KY 60 

Query: 61 NQKFKGKASLTADTSSSTAYMQISSLTSEDSAVYFCARGNWEGALDYU 108 

N+KFKGK +LT D SSSTAYMQ+ SLTSEDSAV+FCAR ++ G Y+ 
Sbjct: 61 NEKFKGKTTLTVDKSSSTAYMQLRSLTSEDSAVFFCARSSYFGGGYYY 108 



• 

11D10 Heavy Chain PEPTIDE - 10 



Score - 80 (36.4 bits). Expect - 1.1e-60, Sum P(2) = 1.1e-60 
Identities = 15/20 (75%), Positives = 17/20 (85%) 

Query: 99 GNUEGALDYUGQGTSVTVSS 118 

G + A+DYWGQGTSVTVSS 
Sbjct: 104 GGYYYAHDYWGQGTSVTVSS 123 



>gp|L22747|MUSF_1 immunoglobulin heavy chain [Mus musculus] 
Length =118 

Score = 475 (215.9 bits), Expect = 1.1e-60, P = 1.1e-60 
Identities = 90/118 (76%), Positives = 103/118 (87)1) 

Query: 1 QAYLQQSGAELVRSGASVKMSCKASGYTLTSYNMHWVXQTPGQGLEUI GNI FPGNGDTYY 60 

Q LQQSGAELVR G SVK+SCKASGYT T+Y + WVKQ PG GLEWIG+I+PG G T Y 
Sbjct: 1 QVQLQQSGAELVRPGTSVKISCKASGYTFTNYWLGWVKQRPGHGLEUIGDIYPGGGYTNY 60 

Query: 61 NQKFKGKASLTADTSSSTAYMQISSLTSEDSAVYFCARGNWEGALDYWGQGTSVTVSS 118 

N+K FKGKA+ L TADTSS ST AYMQ+S S L TSED SAVY F CAR ++ G+ DYWGQGT++TVSS 
Sbjct: 61 NEKFKGKATLTADTSSSTAYMQLSSLTSEDSAVYFCARPHYYGSGDYUGQGTTLTVSS 118 



>gp|M32036|MUSIGHRJj Mouse Ig H-chain mRNA V-D-J region, from hybridoma 
P65D6-3, partial cds. [Mus musculus] 
Length = 121 . 

Score = 414 (188.2 bits). Expect = 1.5e-60, Sum P(2) = 1.5e-60 
Identities - 79/108 (73%), Positives = 90/108 (83%) 

Query: 1 QAYLQQSGAELVRSGASVKMSCKASGYTLTSYNMHWVKQTPGQGLEWIGN I FPGNGDTYY 60 

+ LQQSGAELVR+G+SVKMSCKASGYT TSY ++UVKQ PGQGLEWIG I PGNG T Y 
Sbjct: 1 EVQLQQSGAELVRAGSSVKMSCKASGYTFTSYGINWVKQRPGQGLEWIGYINPGNGYTKY 60 

Query: 61 NQKFKGKASLTADTSSSTAYMQISSLTSEDSAVYFCARGNWEGALDYW 108 

N+KFKGK +LT D SSSTAYMQ+ SLTSEDSAVYFCAR ++ G Y+ 
Sbjct: 61 MEKFKGKTTLTVDKSSSTAYMQLRSLTSEDSAVYFCARSHYYGGSYYF 108 

Score - 65 (29.5 bits), Expect = 1.5e-60, Sum P(2) = 1.5e-60 
Identities = 11/13 (84%), Positives - 13/13 (100%) 

Query: 106 DYUGQGTSVTVSS 118 

DYWGQGT++TVSS 
Sbjct: 109 DYWGQGTTLTVSS 121 



>pir |A26405|A26405 Ig heavy chain V region (3D10) - mouse 
Length = 121 

Score = 400 (181.8 bits). Expect = 1.5e-60, Sum P(2) = 1.5e-60 
Identities - 75/103 (72%), Positives = 86/103 (83%) 

Query: 1 QAYLQQSGAELVRSGASVKMSCKASGYTLTSYNMHWVKQTPGQGLEWI GNI FPGNGDTYY 60 

+ LQQSG ELVR+G+SVKMSCKASGYT TSY ++WVKQ PGQGLEWIG I PGNG T Y 
Sbjct: 1 EVQLQQSGTELVRAGSSVKMSCKASGYTFTSYGINWVKQRPGQGLEWIGYINPGNGYTKY 60 

Query: 61 NQKFKGKASLTADTSSSTAYMQISSLTSEDSAVYFCARGNWEG 103 

N+KFKGK +LT D SSSTAYMQ+ SLTSED+AVYFC+R + G 
Sbjct: 61 NEKFKGKTTLTVDRSSSTAYMQLRSLTSEDAAVYFCSRSEYYG 103 

Score = 79 (35.9 bits), Expect = 1.5e-60, Sum P(2) = 1.5e-60 
Identities = 15/15 (100%), Positives = 15/15 (100%) 

Query: 104 ALDYWGQGTSVTVSS 118 

ALDYWGQGTSVTVSS 
Sbjct: 107 ALDYWGQGTSVTVSS 121 



• 

11D10 Heavy Chain PEPTIDE - H 



>gp|U26991|MMU26991_1 Ig variable region [Mus musculus] 
Length - 137 

Score = 473 (215.0 bits), Expect = 1.8e-60, P = 1.8e-60 
Identities = 90/118 (76%), Positives = 99/118 (83%) 

Query: 1 QAYLQQSGAELVRSGASVKMSCKASGYTLTSYNMHUVKQTPGQGLEUIGNI FPGNGDTYY 60 

+ LQQSG ELV+ GASVKMSCKASGYT TSY MHUVKQ PGQGLEWIG I P N T Y 
Sbjct: 20 EVQLQQSGPELVKPGASVKMSCICASGYTFTSYVMHUVKQKPGQGLEUIGYINPYNDGTKY 79 

Query: 61 NQKFKGKASLTADTSSSTAYMQISSLTSEDSAVYFCARGNUEGALDYUGQGTSVTVSS 118 * 

N+KFKGKA+LT+D SSSTAYM++SSLTSEDSAVY+CAR U +DYWGQGTSVTVSS 
Sbjct: 80 NEKFKGKATLTSDKSSSTAYMELSSLTSEDSAVYYCARNGULPPMDYWGQGTSVTVSS 137 



>pir|PL0208|PL0208 anti-idiotvpic antibody E225, ganma chain V region - mouse 
(strain BALB/c) (fragment) 
Length = 136 

Score = 418 (190.0 bits). Expect = 1.8e-60, Sum P(2) - 1.8e-60 
Identities = 77/99 (77X), Positives = 88/99 (88%) 

Query: 1 QAYLQQSGAELVRSGASVKMSCKASGYTLTSYNMHWVKQTPGQGLEWIGN I FPGNGDTYY 60 

Q LQQ G+ELVR GASVK+SCKASGYT T+Y MHUVKQ PGQGLEUIGNI+PG+GD+ Y 
Sbjct: 20 QVQLQQPGSELVRPGASVKLSCKASGYTFTNYUMHUVKQRPGQGLEUIGNIYPGSGDSNY 79 

Query: 61 NQKFKGKASLTADTSSSTAYMQISSLTSEDSAVYFCARG 99 

++KFK KA+LT DTSSSTAYMQ+S LTSEDSAVY+CARG 
Sbjct: 80 DEKFKSKATLTVDTSSSTAYMQLSGLTSEDSAVYYCARG 118 

Score = 60 (27.3 bits), Expect = 1.8e-60 f Sum P(2> = 1.8e-60 
Identities = 10/13 (76%), Positives = 13/13 (100%) 

Query: 106 DYUGQGTSVTVSS 118 

D+UGQGT++TVSS 
Sbjct: 124 DHWGQGTTLTVSS 136 



>gp|X53637|MHE225H_1 E225 gene product [Mus musculus] 
Length = 136 

Score - 418 (190.0 bits). Expect - 1.8e-60, Sum P(2) - 1.8e-60 
Identities = 77/99 (77%), Positives = 88/99 (88%) 

Query: 1 QAYLQQSGAELVRSGASVKMSCKASGYTLTSYNHHWVKQTPGQGLEWIGN I FPGNGDTYY 60 

Q LQQ G+ELVR GASVK+SCKASGYT T+Y MHUVKQ PGQGLEUI GN I+PG+GD+ Y 
Sbjct: 20 QVQLQQPGSELVRPGASVKLSCKASGYTFTTYUMKUVKQRPGQGLEWIGNIYPGSGDSNY 79 

Query: 61 NQKFKGKASLTADTSSSTAYMQISSLTSEDSAVYFCARG 99 

++KFK KA+LT DTSSSTAYMQ+S LTSEDSAVY+CARG 
Sbjct: 80 DEKFKSKATLTVDTSSSTAYMQLSGLTSEDSAVYYCARG 118 

Score = 60 (27.3 bits), Expect = 1.8e-60, Sum P(2) - 1.8e-60 
Identities = 10/13 (76X) f Positives = 13/13 (100%) 

Query: 106 DYUGQGTSVTVSS 118 

D+UGQGT++TVSS 
Sbjct: 124 DHUGQGTTLTVSS 136 



>gpjM34581 |MUSIGHABU_1 Mouse Ig heavy-chain mRNA V-D-J region, partial cds. 

[Mus musculus] >gp|M31956|MUSIGHR0_1 Mouse Ig active mu-chain mRNA 
V-D-J2 region, from hybridoma CH12, partial cds. [Mus musculus] 
Length - 122 

Score = 408 (185.5 bits), Expect = 2.0e-60, Sum P(2) - 2.0e-60 
Identities = 78/108 (72%), Positives = 87/108 (80%) 



Query: 1 QAYLQQSGAELVRSGASVKMSCKASGYTLTSYNMHUVKQTPGQGLEUIGN I FPGNGDTYY 60 



• 

11D10 Heavy Chain PEPTIDE - 12 



Q LQQ G ELV+ GASVK+SCKASGYT TSY MHWVKQ PGQGLEWIGNI P NG T Y 
Sbjct: 1 QVQLQQPGTELVKPGASVXLSCKASGYTFTSYWMHWVKQRPGQGLEUIGNINPSNGGTNY 60 

Query: 61 NQKFKGKASLTADTSSSTAYMQISSLTSEDSAVYFCARGNWEGALDYW 108 

N+KFK KA+LT D SSSTAYMQ+SSLTSEDSAVY+CAR + + Y+ 
Sbjct: 61 NEKFKSKATLTVDKSSSTAYMQLSSITSEDSAVYYCARDYYGSSWGYY 108 

Score = 70 (31.8 bits), Expect = 2.0e-60, Sum P(2) = 2.0e-60 
Identities = 12/19 (63%), Positives = 15/19 (78%) 

Query: 100 NWEGALDYWGQGTSVTVSS 118 

+W DYVGQGT++TVSS 
Sbjct: 104 SUGYYFDYWGQGTTLTVSS 122 



>gp|L24557|MUSIGHHADQ_1 immunoglobulin heavy chain [Kus musculus] 
Length =122 

Score = 401 (182.3 bits). Expect = 2.0e-60, Sum P(2) = 2.0e-60 
Identities = 76/98 (77%), Positives = 85/98 (86%) 

Query: 4 LQQSGAELVRSGASVKMSCKASGYTLTSYNMHWVKQTPGQGLEWIGNIFPGNGDTYYNQK 63 

LQ+SGAEL R GASVKMSCKASGYT + Y+HHWVKQ PGQGLEWIG I+P +G T YNQK 
Sbjct: 3 LQESGAELARPGASVKMSCKASGYTFSRYSMHUVXQRPGQGLEUIGYIYPTSGYTNYNQK 62 

Query: 64 FKGKASLTAD TSSSTAYMQ I SSLTSEDSAVY FCARGNU 101 

FK KA+LTAD SSSTAYMQ+SSLTSEDSAVY+CAR + 
Sbjct: 63 FKDKATLTADKSSSTAYMQLSSLTSEDSAVYYCARSEY 100 

Score = 77 (35.0 bits), Expect - 2.0e-60, Sum P(2) = 2.0e-60 
Identities = 14/15 (93%), Positives = 15/15 (100%) 

Query: 104 ALDYWGQGTSVTVSS 118 

A+DYWGQGTSVTVSS 
Sbjct: 108 AMD Y WGQGT S VT VSS 122 



>gp|M36210 |MUSIGHADQ_1 immunoglobulin heavy chain V-region [Mus musculus] 
Length - 119 

Score = 422 (191.8 bits), Expect = 2.1e-60, Sum P(2) = 2.1e-60 
Identities = 80/101 (79%), Positives = 89/101 (88%) 

Query: 1 QAYLQQSGAELVRSGASVKMSCKASGYTLTSYNMKWVKQTPGQGLEWIGNI FPGNGDTYY 60 

Q LQQSGAELVR G SVK+SCKASGYT T+Y + WVKQ PG GLEWIG+I+PG G T Y 
Sbjct: 1 QVQLQQSGAELVRPGTSVKI SCKASGYTFTNYULGUVKQRPGHGLEUI GD I YPGGGYTNY 60 

Query: 61 NQKFKGKASLTADTSSSTAYMQISSLTSEDSAVYFCARGNU 101 

N+KFKGKA+LTADTSSSTAYHQ+SSLTSEDSAVYFCARGN+ 
Sbjct: 61 NEKFKGKATLTADTSSSTAYMQLSSLTSEDSAVYFCARGNY 101 

Score = 56 (25.5 bits), Expect = 2.1e-60, Sum P(2) = 2.1e-60 
Identities - 10/12 (83%), Positives = 11/12 (91%) 

Query: 107 YWGQGTSVTVSS 118 

YWGQGT VTVS+ 
Sbjct: 108 YWGQGT LVTVSA 119 



>gp|H28251 [MUSIGHMXJ Mouse Ig rearranged gamma-chain (G-2a) mRNA V-region 
(V-J2), partial cds. [Mus musculus] 
Length = 136 

Score = 406 (184.6 bits). Expect - 2.5e-60, Sum P(2) - 2.5e-60 
Identities = 79/99 (79%), Positives = 83/99 (83%) 

Query: 1 QAYLQQSGAELVRSGASVKMSCKASGYTLTSYNMHUVKQTPGQGLEUIGN I FPGNGDTYY 60 

Q LQQSGAEL + GASVKMSCKASGYT TSY MHWVKQ PGQGLEWIG IP G T Y 
Sbjct: 20 QVQLQQSGAELAKPGASVKMSCKASGYTFTSYRMHWVKQRPGQGLEWIGYINPSTGYTEY 79 
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Query: 61 NQKFKGKASLTADTSSSTAYMQISSLTSEDSAVYFCARG 99 

NQKFK KA+LTAD SSSTAYHQ+SSLT EDSAVY+CARG 
Sbjct: 80 NQKFKDKATLTADKSSSTAYMQLSSLTFEDSAVYYCARG 118 

Score = 71 (32.3 bits). Expect = 2.5e-60, Sum P(2) = 2.5e-60 
Identities = 12/16 (75%), Positives = 14/16 (87%) 

Query: 103 GALDYWGQGTSVTVSS 118 

G DYWGQGT++TVSS 
Sbjct: 120 GVFDYWGQGTTLTVSS 135 



>gp|Z22129|MDIGMVBC_1 immunoglobulin variable region [Mus musculus domes ticus] 
Length = 121 

Score = 400 (181.8 bits), Expect = 2.8e-60, Sum P(2) = 2.8e-60 
Identities = 77/104 (74%), Positives - 87/104 (83%) 

Query: 1 QAYLQQSGAELVRSGASVKMSCKASGYTLTSYNMHWVKQTPGQGLEWIGNIFPGNGDTYY 60 

+ LQQSG ELV+ GASVKMSCKASGYT TSY MHWVKQ PGQGLEWIG I P N T Y 
Sbjct: 1 EVQLQQSGPELVKPMSVKMSCKASGYTFTSYVMHWVKQKPGQGLEWIGYINPYNDGTKY 60 

Query: 61 NQKFKGKASLTADTSSSTAYMQISSLTSEDSAVYFCARGNUEGA 104 

N+KFKGKA+LT+D SSSTAYM++SSLTSEDSAVY+CAR + G+ 
Sbjct: 61 NEKFKGKATLTSDKSSSTAYMELSSLTSEDSAVYYCARRGYYGS 104 

Score = 77 (35.0 bits), Expect = 2.8e-60, Sum P(2) = 2.8e-60 
Identities = 14/15 (93%), Positives = 15/15 (100%) 

Query: 104 ALDYWGQGTSVTVSS 118 

A+DYWGQGTSVTVSS 
Sbjct: 107 AMDYWGQGTSVTVSS 121 



>pir J S26309 1 S26309 Ig heavy chain V region - mouse 
Length =116 

Score = 394 (179.1 bits). Expect = 2.9e-60, Sum P(2) = 2.9e-60 
Identities - 74/99 (74%), Positives = 84/99 (84%) 

Query: 5 QQSGAELVRSGASVKMSCKASGYTLTSYNMHWVKQTPGQGLEUIGNI FPGNGDTYYNQKF 64 

QQSG+ELVR GASVK+SCKASGYT TSY MHWVKQ GQGLEWI GN I +PG+G T Y++KF 
Sbjct: 1 QQSGSELVRPGASVKLSCKASGYT FTSYWMHWVKQRHGQGLEWI GN I YPGSGSTNYDEKF 60 

Query: 65 KGKASLTADTSSSTAYMQISSLTSEDSAVYFCARGNWEG 103 

K K +LT DTSSSTAYM +SSLTSEDSAVY+C R +G 
Sbjct: 61 KSKGTLTVDTSSSTAYMHLSSLTSEDSAVYYCTREEDDG 99 

Score - 83 (37.7 bits). Expect - 2.9e-60, Sum P(2) - 2.9e-60 
Identities = 15/16 (93%), Positives = 16/16 (100%) 

Query: 103 GALDYWGQGTSVTVSS 118 

GA+DYWGQGTSVTVSS 
Sbjct: 101 GAMD YWGQGT SVTVSS 116 



>gp|M32035|MUSIGHRIJ Mouse Ig H-chain mRNA V-D-J region, from hybridoma 
P65D6-7, partial cds. [Mus musculus] 
Length = 121 

Score = 411 (186.8 bits), Expect = 3.8e-60, Sum P(2) = 3.8e-60 
Identities - 78/103 (75%), Positives = 88/103 (85%) 

Query: 1 QAYLQQSGAELVRSGASVKMSCKASGYTLTSYNMHWVKQTPGQGLEWIGNI FPGNGDTYY 60 

+ LQQSGAE LVR+G+SVKMSCKASGYT TSY ++WVKQ PGQGLEWIG I PGNG T Y 
Sbjct: 1 EVQLQQSGAE LVRAGSSVKMSCKASGYTFTSYG I NWVKQRPGQGLEW I GY I NPGNGYTKY 60 



Query: 



61 NQKFKGKASLTADTSSSTAYMQISSLTSEOSAVYFCARGNWEG 103 
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N+KFKGK +LT D SSSTAYMQ+ SLTSEDSAVYFCAR ++ G 
Sbjct: 61 NEKFKGKTTLTVDKSSSTAYMQLRSLTSEDSAVYFCARSHYYG 103 

Score = 65 (29.5 bits), Expect = 3.8e-60, Sum P(2) = 3.8e-60 
Identities = 11/13 (84%), Positives = 13/13 (100%) 

Query: 106 DYWGQGTSVTVSS 118 

DYWGQGT++TVSS 
Sbjct: 109 OYWGQGTTLTVSS 121 



>gp|S74051|S74051_1 Ig VH gene product [Mus sp.] 
Length =114 

Score = 471 (214.1 bits). Expect = 4.0e-60, P = 4.0e-60 
Identities - 86/114 (75%), Positives = 99/114 (86%) 

Query: 1 CWYLQQSGAELVRSGASVKMSCKASGYTLTSYNMHWVKQTPGQGLEWIGN I FPGNGDTYY 60 

+ LQQSG ELV+ GASVK+SCKASGYT T Y MHWV+Q PGQGLEWIG I+PG+G+T Y 
Sbjct: 1 EVQLQQSGPELVKPGASVKISCKASGYTFTDYYMHUVRQRPGQGLEWIGEIYPGSGNTSY 60 

Query: 61 NQKFKGKASLTADTSSSTAYMQISSLTSEDSAVYFCARGNWEGALDYWGQGTSV 114 

N+KF+GKA+LTAD SSSTAYHQ+SSLTSEDSAVYFCARG + +DYWGQGTSV 
Sbjct: 61 NEKFRGKATLTADKSSSTAYMQLSSLTSEDSAVYFCARGTLDYTMDYUGQGTSV 114 



>pir|PH1482|PH1482 Ig heavy chain V region (clones 36-35 [TG] and X7-TG) - mouse 
(fragment) 
Length = 140 

Score = 410 (186.4 bits). Expect = 4.5e-60, Sum P(2) = 4.5e-60 
Identities - 79/108 (73%), Positives = 89/108 (82%) 

Query: 1 QAYLQQSGAELVRSGASVKMSCKASGYTLTSYNMHWVKQTPGQGLEWIGN I FPGNGDTYY 60 

+ LQQSGAE L VR+G+SVKMSCKASGYT TSY ++UVKQ PGQGLEWIG I PGMG T Y 
Sbjct: 20 EVQLQQSGAELVRAGSSVKMSCKASGYTFTSYGINUVKQRPGQGLEWIGYINPGNGYTKY 79 

Query: 61 NQKFKGKASLTADTSSSTAYMQISSLTSEDSAVYFCARGNWEGALDYW 108 

N+KFKGK +LT D SSSTAYMQ+ SLTSEDSAVYFCAR + G Y+ 
Sbjct: 80 NEKFKGKTTLTVDKSSSTAYMQLRSLTSEDSAVYFCARSVYYGGSYYF 127 

Score = 65 (29.5 bits). Expect - 4.5e-60, Sum P(2) - 4.5e-60 
Identities = 11/13 (84%), Positives = 13/13 (100%) 

Query: 106 DYWGQGTSVTVSS 118 

DYWGQGT++TVSS 
Sbjct: 128 DYWGQGTTLTVSS 140 



>gp|X06110|MMIGVHD1_1 Mouse mRNA (36-35) for immunoglobulin heavy chain 

VDJ-region. [Mus musculus] >gp|M20274jMUSIGHKA_1 Mouse Ig active 
gamma chain mRNA V- region VDJH2, partial cds, clone 36-65. tMus 
muscuLus] >gp|M20275jMUSIGHKB_1 Mouse Ig active ganrna chain mRNA 
V-region VDJH2, partial cds, clone 4F8. [Mus musculus] 
>gp|M20276|MUSIGHKC_1 Mouse Ig active gamma chain mRNA V-region 
VDJH2, partial cds, clone 26C2. [Mus musculus] 
>gp|M20277|MUSIGHKD_1 Mouse Ig active gamma chain mRNA V-region 
VDJH2, partial cds, clone 24F3. [Mus musculus] 
>gp|M19292|MUSIGHXK_1 Mouse IgG active H-chain gene VDJ2-region 
from hybridoma cell- tine 36-65. [Mus musculus] 
Length = 121 

Score = 410 (186.4 bits), Expect = 5.2e-60, Sum P(2) = 5.2e-60 
Identities = 79/108 (73%), Positives - 89/108 (82%) 

Query: 1 QAYLQQSGAELVRSGASVKMSCKASGYTLTSYNMHWVKQTPGQGLEWIGNI FPGNGDTYY 60 

+ LQQSGAELVR+G+SVKMSCKASGYT TSY ++UVKQ PGQGLEWIG I PGNG T Y 
Sbjct: 1 EVQLQQSGAELVRAGSSVKMSCKASGYT FTSYG I NWVKQRPGQGLEWI GY I NPGNGYTKY 60 
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Query: 61 NQKFKGKASLTADTSSSTAYMQISSLTSEDSAVYFCARGNUEGALDYU 108 

N+KFKGK +LT D SSSTAYMQ+ SLTSEDSAVYFCAR + G Y+ 
Sbjct: 61 NEKFKGKTTLTVDKSSSTAYMQLRSLTSEDSAVYFCARSVYYGGSYYF 108 

Score = 65 (29.5 bits), Expect = 5.2e-60, Sum P(2) = 5.2e-60 
Identities = 11/13 (84%), Positives = 13/13 (100%) 

Query: 106 DYWGQGTSVTVSS 118 

DYWGQGT++TVSS 
Sbjct: 109 DYWGQGTTLTVSS 121 



>gp|Z22134|MDIGMVBF 1 immunoglobulin variable region [Hus mus cuius domesticus] 
Length = 121 

Score = 401 (182.3 bits). Expect = 5.2e-60, Sum P(2) = 5.2e-60 
Identities = 77/99 (77%), Positives = 85/99 (85%) 

Query: 1 QAYLQQSGAELVRSGASVKHSCICASGYTLTSYNMHWVKQTPGQGLEUI GN I FPGNGDTYY 60 

+ LQQSG ELV+ GASVKMSCKASGYT TSY MHUVKQ PGQGLEWIG I P H T Y 
Sbjct: 1 EVQLQQSGPELVKPGASVKMSCKASGYTFTSYVMHWVKQKPGQGLEWIGYINPYNDGTKY 60 

Query: 61 NQKFKGKASLTADTSSSTAYMQISSLTSEDSAVYFCARG 99 

N+KFKGKA+LT+D SSSTAYM++SSLTSEOSAVY+CARG 
Sbjct: 61 NEKFKGKATLTSDKSSSTAYMELSSLTSEDSAVYYCARG 99 

Score = 74 (33.6 bits), Expect = 5.2e-60, Sum P(2) = 5.2e-60 
Identities - 13/15 (86%), Positives = 15/15 (100%) 

Query: 104 ALDYWGQGTSVTVSS 118 

A+DYWG+GTSVTVSS 
Sbjct: 107 AMDYWGEGTSVTVSS 121 



>gp|K00684|MUSIGHBG 1 Mouse Ig active H-chain V- region from B1-8.V1, subgroup 
VH-II. Tmus musculus] 
Length = 139 

Score = 409 (185.9 bits), Expect = 6.2e-60, Sum P(2) = 6.2e-60 
Identities = 80/117 (68%), Positives = 92/117 (78%) 

Query: 1 QAYLQQSGAELVRSGASVKMSCKASGYTLTSYNMHWVKQTPGQGLEWIGNI FPGNGDTYY 60 

Q LQQ GAELV+ GASVX+SCKASGYT TSY MHWV<Q PGQGLEWIG I P + OT Y 
Sbjct: 20 QVQLQQPGAELVKPGASVKVSCKASGYTFTSYUMHUVKQRPGQGLEWIGRIHPSDSDTNY 79 

Query: 61 NQKFKGKASLTADTSSSTAYMQISSLTSEDSAVYFCARGNWEGALDYWGQGTSVTVS 117 

NQKFKGKA+LT D SSTAYMQ+SSLTSEDSAVY+CAR ++ G+ + G T++ 
Sbjct: 80 NQKFKGKATLTVDKPSSTAYMQLSSLTSEDSAVYYCARYDYYGSSYFDYWGQGTTLT 136 

Score = 65 (29.5 bits), Expect - 6.2e-60, Sum P(2) = 6.2e-60 
Identities = 11/13 (84%), Positives - 13/13 (100%) 

Query: 106 DYWGQGTSVTVSS 118 

DYWGQGT++TVSS 
Sbjct: 127 DYWGQGTTLTVSS 139 



>Sp|P01747|HV03_MOUSE IG HEAVY CHAIN V REGION (36-65). 
Length = 120 

Score = 409 (185.9 bits), Expect = 7.2e-60, Sum P(2) = 7.2e-60 
Identities = 79/105 (75%), Positives = 88/105 (83%) 

Query: 4 LQQSGAELVRSGASVKHSCKASGYTLTSYNMHWVKQTPGQGLEWIGNIFPGNGDTYYNQK 63 

LQQSGAELVR+G+SVKMSCKASGYT TSY ++WVKQ PGQGLEWIG I PGNG T YN+K 
Sbjct: 3 LQQSGAEL VRAGSSVKMSCKASGYT FTSYG I NWVKQRPGQGLEWI GY I NPGNGYTKYNEK 62 

Query: 64 FKGKASLTADTSSSTAYMQISSLTSEDSAVYFCARGNWEGALDYU 108 
FKGK +LT D SSSTAYMQ+ SLTSEDSAVYFCAR + G Y+ 
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Sbjct: 63 FKGKTTLTVDICSSSTAYMQLRSLTSEDSAVYFCARSVYYGGSYYF 107 

Score = 65 (29.5 bits), Expect = 7.2e-60, Sum P(2) - 7.2e-60 
Identities = 11/13 (84%), Positives = 13/13 (100%) 

Query: 106 DYWGQGTSVTVSS 118 

DYUGQGT++TVSS 
Sbjct: 108 DYWGQGTTLTVSS 120 



>pir|B22769|B22769 Ig heavy chain V region (B1-8.V1/V2) - mouse (tentative 
sequence) 
Length = 120 

Score = 409 (185.9 bits), Expect = 7.2e-60, Sum P(2) = 7.2e-60 
Identities = 80/117 (68%), Positives = 92/117 (78%) 

Query: 1 QAYLQQSGAELVRSGASVKMSCICASGYTLTSYNMHWVKQTPGQGLEWIGNIFPGNGDTYY 60 

Q LQQ GAELV+ GASVK+SCKASGYT TSY HHWVKQ PGQGLEWIG I P + DT Y 
Sbjct: 1 QVQLQQPGAELVKPGASVKVSCKASGYTFTSYWMHWVKQRPGQGLEWIGRIHPSDSDTNY 60 

Query: 61 NQKFKGKASLTADTSSSTAYMQ I SSLTSEDSAVYFCARGNWEGALD YWGQGTSVTVS 117 

NQKFKGKA+LT D SSTAYMQ+SSLTSEDSAVY+CAR ++ G+ + G T++ 
Sbjct: 61 NQKFKGKATLTVDKPSSTAYMQLSSLTSEDSAVYYCARYDYYGSSYFDYWGQGTTLT 117 

Score = 65 (29.5 bits), Expect = 7.2e-60, Sum P(2) = 7.2e-60 
Identities = 11/13 (84%), Positives = 13/13 (100%) 

Query: 106 DYWGQGTSVTVSS 118 

DYWGQGT++TVSS 
Sbjct: 108 DYWGQGTTLTVSS 120 



>gp|M36216|HUSIGHADW_1 immunoglobulin heavy chain V- region [Hus musculus] 
Length = 120 

Score = 409 (185.9 bits). Expect = 7.2e-60, Sum P(2) = 7.2e-60 
Identities = 80/117 (68%), Positives = 93/117 (79%) 

Query: 1 QAYLQQSGAELVRSGASVKMSCKASGYTLTSYNMHWVKQTPGQGLEWI GN I FPGNGDTYY 60 

Q LQQSGAELVR G SVK+SCKASGYT T+Y + WVKQ PG GLEWIG+I+PG G T Y 
Sbjct: 1 QVQLQQSGAELVRPGTSVKI SCKASGYT FTNYWLGWVKQRPGHGLEU I GD I YPGGGYTNY 60 

Query: 61 NQKFKGKASLTADTSSSTAYMQISSLTSEDSAVYFCARGNWEGALDYWGQGTSVTVS 117 

N+KFKGKA+LTADTSSSTAYMQ+SSLTSEDSAVYFCAR + + + G T++ 
Sbjct: 61 NEKFKGKATLTADTSSSTAYMQLSSLTSEDSAVYFCARSYYGSSYYFDYWGQGTTLT 117 

Score = 65 (29.5 bits). Expect = 7.2e-60, Sum P(2) = 7.2e-60 
Identities = 11/13 (84%), Positives = 13/13 (100%) 

Query: 106 DYWGQGTSVTVSS 118 

DYWGQGT++TVSS 
Sbjct: 108 DYWGQGTTLTVSS 120 



>gp|L25855|MUSIGGB_1 IgG gene product [Mus musculus] • 
Length =119 

Score = 407 (185.0 bits). Expect = 7.3e-60, Sum P(2) = 7.3e-60 
Identities - 76/98 (77%), Positives = 85/98 (86%) 

Query: 4 LQQSGAELVRSGASVKMSCKASGYTLTSYNMHWVKQTPGQGLEWIGNI FPGNGDTYYNQK 63 

LQQSGAELV+ GASVK+SCK SGYT T Y ♦ W+KQ P QGL WIG IFPG G TYYN+K 
Sbjct: 4 LGQSGAELVKPGASVKLSCKTSGYTFTRYWIQUIKQRPEOGLGWIGEIFPGTGTTYYNEK 63 

Query: 64 FKGKASLTADTSSSTAYMQISSLTSEDSAVYFCARGNW 101 

FKGKA+LT DTSSSTAYMQ+SSLTSEDSAVYFCARG++ 
Sbjct: 64 FKGKATLT I DTSSSTAYHQLSSLTSEDSAVYFCARGDY 101 
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Score = 67 (30.5 bits). Expect = 7.3e-60, Sum P(2> = 7.3e-60 
Identities = 12/16 (75%), Positives = 14/16 (87%) 

Query: 103 GALDYWGQGTSVTVSS 118 

G DYWGQGT++TVSS 
Sbjct: 104 GQEDYWGQGTTLTVSS 119 



>gp|S77022|S77022_1 anti-CD29 antibody heavy chain variable region [Mus sp.] 
Length - 116 

Score = 403 (183.2 bits). Expect = 7.5e-60, Sum P(2) = 7.5e-60 
Identities = 74/97 (76%), Positives = 86/97 (88%) 

Query: 1 QAYLQQSGAELVRSGASVKHSCKASGYTLTSYNMHWVKQTPGQGLEWIGNIFPGNGDTYY 60 

Q LQ+SG ELVR GASVK+SCKASGYT T Y + UVKQ PGQGLEWI I+PG+G+T+Y 
Sbjct: 1 QVQLQESGTELVRPGASVKLSCKASGYTFTDYYISWVXQRPGQGLEWIARIYPGSGNTFY 60 

Query: 61 NQKFKGKASLTADTSSSTAYMQISSLTSEDSAVYFCA 97 

N+KFKGKA+LTA+TSS+TAYMQ+SSLTSEDSAVYFCA 
Sbjct: 61 NEKFKGKATLTAETSSNTAYMQLSSLTSEDSAVYFCA 97 

Score - 71 (32.3 bits), Expect = 7.5e-60, Sum P(2) = 7.5e-60 
Identities = 13/16 (81%), Positives - 15/16 (93%) 

Query: 103 GALDYWGQGTSVTVSS 118 

G+ DYWGQGT+VTVSS 
Sbjct: 101 GSGDYWGQGTTVTVSS 116 



>gp|M36225|MUSIGHAEF_1 immunoglobulin heavy chain V-region [Mus musculus] 
Length =118 

Score - 468 (212.8 bits). Expect = 9.9e-60, P = 9.9e-60 
Identities = 92/118 (77%), Positives = 99/118 (83%) 

Query: 1 QAYLQQSGAELVRSGASVICMSCICASGYTLTSYNMHWVKQTPGQGLEWIGNIFPGNGDTYY 60 

Q LQQSGAEL + GASVKMSCKASGYT TSY MHWVKQ PGQGLEWI G I P G T Y 
Sbjct: 1 QVQLQQSGAELAKPGASVKMSCKASGYTFTSYUMHWVICQRPGQGLEW1GYINPSTGYTEY 60 

Query: 61 NQKFKGKASLTADTSSSTAYMQ1SSLTSEDSAVYFCARGNWE GALDYWGQGTSVTVSS 118 

NQKFK KA+LTAD SSSTAYHQ+SSLTSEDSA+Y+CAR + A+DYWGQGTSVTVSS 
Sbjct: 61 NQKFKDKATLTADKSSSTAYMQLSSLTSEDSALYYCARWVYYYAMDYWGQGTSVTVSS 118 



>pir|s40295|S40295 Ig gamma-2a chain (mAb735) - mouse 
Length = 446 

Score = 420 (190.9 bits), Expect = 1.1e-59, Sum P(2) = 1.1e-59 
Identities = 79/99 (79%), Positives = 88/99 (88%) 

Query: 1 QAYLQQSGAELVRSGASVKMSCKASGYTLTSYNMHWVKQTPGQGLEWIGNI FPGNGDTYY 60 

Q LQQSG ELVR GASVK+SCKASGYT T Y +HWVKQ PG+GLEWIG I+PG+G+T Y 
Sbjct: 1 QIQLQQSGPELVRPGASVKISCKASGYTFTDYYIHWVKQRPGEGLEWIGWIYPGSGNTKY 60 

Query: 61 NQKFKGKASLTADTSSSTAYMQISSLTSEDSAVYFCARG 99 

N+KFKGKA+LT DTSSSTAYMQ+SSLTSEDSAVYFCARG 
Sbjct: 61 NEKFKGKATLTVDTSSSTAYMQLSSLTSEDSAVYFCARG 99 

Score = 77 (35.0 bits), Expect - 1.1e-59, Sum P(2) = 1.1e-59 
Identities = 14/15 (93%), Positives = 15/15 (100%) 

Query: 104 ALDYWGQGTSVTVSS 118 

A+DYUGQGTSVTVSS 
Sbjct: , 103 AMDYWGQGTSVTVSS 117 



>gp|L22749|MUSI_1 immunoglobulin heavy chain [Mus musculus] 
Length =118 
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Score = 467 (212.3 bits). Expect = 1.4e-59, P - 1.4e-59 
Identities = 89/118 (75%), Positives = 101/118 (85%) 

Query: 1 QAYLQQSGAELVRSGASVKMSCKASGYTLTSYNMHWVKQTPGQGLEUIGN I FPGNGDTYY 60 

0 LQQSGAELVR G SVKMSCKA+GYT T+Y + WVKQ PG GLEWIG+I+PG G T Y 
Sbjct: 1 QVQLQQSGAELVRPGTSVKMSCKAAGYTFTNYW t GWVKQRPGHGLEWI GD I YPGGGYTNY 60 

Query: 61 NQKFKGKASLTADTSSSTAYMQ I SSLTSEDSAVYFCARGNWEGALDYWGQGTSVTVSS 118 

N+KFKGKA+LTADTSSSTAYMQ+SSLTSEDSA+Y+CAR + A+DYWGQGTS TVSS 
Sbjct: 61 NEKFKGKATLTADTSSSTAYMQLSSLTSEDSAIYYCARPFYFYAMDYWGQGTSCTVSS 118 



>gp|M61026|HUSIGHAANN_1 immunoglobulin heavy chain VDJ region [Mus musculus] 
Length - 118 

Score = 467 (212.3 bits), Expect = 1.4e-59, P - 1.4e-59 
Identities = 89/118 (75%), Positives = 99/118 (83%) 

Query: 1 QAYLQQSGAELVRSGASVKMSCKASGYTLTSYNMHWVKQTPGQGLEUI GN I FPGNGDTYY 60 

Q LQQ GAELV+ GASVK+SCKASGYT TSY MHWVKQ PG+GLEUIG I P +G T Y 
Sbjct: 1 QVQLQQPGAELVKPGASVKLSCKASGYTFTSYLMHUVKQRPGRGLEWIGRIDPNSGGTKY 60 

Query: 61 NQKFKGKASLTADTSSSTAYMQ I SSLTSEDSAVYFCARGNWEGALDYWGQGTSVTVSS 118 

N+KFK KA+LT D SSTAYHQ+SSLTSEDSAVY+CAR + GA+DYWGQGTSVTVSS 
Sbjct: 61 NEKFKSKATLTVDKPSSTAYMQLSSLTSEDSAVYYCARYYYGGAMDYWGQGTSVTVSS 118 



>gp|M31287|MUSIGHAVAJ IgG gene product [Hus musculus] 
Length =115 

Score = 466 (211.8 bits). Expect = 1 .9e-59, P = 1.9e-59 
Identities = 88/115 (76%), Positives - 96/115 (83%) 

Query: 1 QAYLQQSGAELVRSGASVKMSCKASGYTLTSYNMHWVKQTPGQGLEWIGN I FPGNGDTYY 60 

+ LQQSG L R GASVKMSCKASGYT TSY MHWVKQ PGQGLEWIG I+PGN DT Y 
Sbjct: 1 EVQLQQSGTVLARPGASVKMSCKASGYTFTSYWMHWVKQRPGQGLEWIGAIYPGNSDTRY 60 

Query: 61 NQKFKGKASLTADTSSSTAYMQ! SSLTSEDSAVYFCARGNWEGALDYWGQGTSVT 115 

NQKFKGKA LTA TS+STAYM++SSLT+EDSAVY+C RG A+DYWGQGTSVT 
Sbjct: 61 NQKFKGKAKLTAVTSASTAYMELSSLTNEDSAVYYCTRGGLFTAMDYWGQGTSVT 115 



>gp|M31288|MUSIGHAWA_1 Mouse active rheumatoid factor IgA chain (family J558) 
mRNA J4 region, partial cds, hybridoma AM15. [Mus musculus] 
Length =115 

Score = 466 (211.8 bits). Expect = 1.9e-59, P = 1.9e-59 
Identities = 88/115 (76%), Positives = 96/115 (83%) 

Query: 1 QAYLQQSGAELVRSGASVKMSCKASGYTLTSYNMHWVKQTPGQGLEUIGN I FPGNGDTYY 60 

+ LQQSG L R GASVKMSCKASGYT TSY MHWVKQ PGQGLEWIG I+PGN DT Y 
Sbjct: 1 EVQLQQSGTVLARPGASVKMSCKASGYTFTSYWMHWVKQRPGQGLEWI GAI YPGNSDTSY 60 

Query: 61 NQKFKGKASLTADTSSSTAYMQ I SSLTSEDSAVYFCARGNWEGALDYWGQGTSVT 115 

NQKFKGKA LTA TS+STAYM++SSLT+EDSAVY+C RG A+DYWGQGTSVT 
Sbjct: 61 NQKFKGKAKLTAVTSASTAYMELSSLTNEDSAVYYCTRGGLFTAMDYWGQGTSVT 115 



>gp|M31908|MUSIGHRCJ Mouse Ig H-chain V-D-J region mRNA, from hybridoma 
hVH65-2Tl, partial cds. [Mus musculus] 
Length = 121 

Score = 404 (183.7 bits), Expect = 2.5e-59, Sum P(2) = 2.5e-59 
Identities = 77/103 (74%), Positives = 86/103 (83%) 

Query: 1 QAYLQQSGAELVRSGASVKMSCKASGYT LTSYNMHWVKQTPGQGLEW I GN I FPGNGDTYY 60 

.+ LQQSGAELVR+G+SVKMSCKASGYT TSY ++WVKQ PGQGLEWIG I PGNG Y 
Sbjct: 1 EVQLGQSGAEL VRAGSSVKMSCKASGYT FTSYG I NWVKQRPGQGLEW I GY I NPGNGY I KY 60 
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Query: 61 NQKFKGKASLTADTSSSTAYMQ I SSLTSEDSAVYFCARGNWEG 103 

N+KFKGK +LT D SSSTAYMQ+ SLTSEDSAVYFCAR + G 
Sbjct: 61 NEKFKGKTTLTVDKSSSTAYMQLRSLTSEDSAVYFCARSEYYG 103 

Score = 66 (30.0 bits). Expect = 2.5e-59, Sum P(2) = 2.5e-59 
Identities = 11/15 (73%), Positives = 14/15 (93%) 

Query: 104 ALDYWGQGTSVTVSS 118 

+ DYWGQGT++TVSS 
Sbjct: 107 SFDYWGQGTTLTVSS 121 



>gp|M36226|MUSIGHAEG_1 immunoglobulin heavy chain V-region [Hus musculus] 
Length - 120 

Score = 414 (188.2 bits), Expect = 2.5e-59, Sum P(2) = 2.5e-59 
Identities - 79/99 (79%), Positives = 87/99 (87%) 

Query: 1 QAYLQQSGAELVRSGASVKMSCKASGYTLTSYNMHUVKQTPGQGLEUIGNIFPGNGDTYY 60 

Q LQQSGAELVR G SVK+SCKASGYT T+Y + WVKQ PG GLEWIG+I+PG G T Y 
Sbjct: 1 QVQLQQSGAELVRPGTSVKISCKASGYTFTNYWLGWVKQRPGHGLEUIGDIYPGGGYTNY 60 

Query: 61 NQKFKGKASLTADTSSSTAYMQ I SSLTSEDSAVYFCARG 99 

N+KFKGKA+LTADTSSSTAYMQ+SSLTSEDSAVYFCARG 
Sbjct: 61 NEKFKGKATLTADTSSSTAYMQLSSLTSEDSAVYFCARG 99 

Score = 56 (25.5 bits), Expect = 2.5e-59 # Sum P(2) - 2.5e-59 
Identities = 10/12 (83%), Positives = 11/12 (91%) 

Query: 107 YWGQGTSVTVSS 118 

YWGQGT VTVS+ 
Sbjct: 109 YWGQGTLVTVSA 120 



>gp|U36491 |MMU36491_1 J558+ IgM heavy chain [Mus musculus] 
Length = 109 

Score = 402 (182.7 bits). Expect - 2.8e-59, Sum P(2) = 2.8e-59 
Identities = 75/95 (78%), Positives = 81/95 (85%) 

Query: 7 SGAELVRSGASVKMSCKASGYTLTSYNMHUVKQTPGQGLEWIGNIFPGNGDTYYNGKFKG 66 

SG ELV+ GASVK+SCKASGYT TSY MHWVKQ PGQGLEWIGNI P NG T YN+KFK 
Sbjct: 1 SGTELVKPGASVKLSCKASGYTFTSYWMHWVKQRPGQGLEWIGNINPSNGGTNYNEKFKS 60 

Query: 67 KASLTADTSSSTAYMQISSLTSEDSAVYFCARGNW 101 

KA+LT D SSSTAYMQ+SSLTSEDSAVY+CAR U 
Sbjct: 61 KATLTVDKSSSTAYMQLSSLTSEDSAVYYCARSGU 95 

Score = 68 (30.9 bits), Expect = 2.8e-59 f Sum P(2) = 2.8e-59 
Identities = 12/16 (75%), Positives = 14/16 (87%) 

Query: 103 GALDYWGQGTSVTVSS 118 

G DYWGQGT++TVSS 
Sbjct: 94 GWFDYWGQGTTLTVSS 109 



>gp|L35315 |MUSIVDJA 1 immunoglobulin heavy chain [Mus musculus] 
Length = 143 

Score = 404 (183.7 bits). Expect = 2.9e-59, Sum P(2) = 2.9e-59 
Identities = 77/98 (78%), Positives = 83/98 (84%) 

Query: 1 QAYLQQSGAELVRSGASVKMSCKASGYTLTSYNMHWVKQTPGQGLEWIGNIFPGNGDTYY 60 

Q LQQ G ELV+ GASVK+SCKASGYT TSY MHWVKQ PGQGLEWIGNI P NG T Y 
Sbjct: 20 QVQLQQPGTELVKPGASVKLSCKASGYTFTSYWMHWVKQRPGQGLEWIGNINPSNGGTNY 79 

Query: 61 NQKFKGKASLTADTSSSTAYMQ I SSLTSEDSAVYFCAR 98 
N+KFK KA+LT D SSSTAYHQ+SSLTSEDSAVY+CAR 
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Sbjct: 80 NEKFKSKATLTVDKSSSTAYMQLSSLTSEDSAVYYCAR 117 

Score - 65 (29.5 bits). Expect - 2.9e-59 f Sum P(2) = 2.9e-59 
Identities = 11/13 (84%), Positives = 13/13 (100X) 

Query: 106 DYWGQGTSVTVSS 118 

DYWGQGT++TVSS 
Sbjct: 128 DYWGQGTTLTVSS 140 



>gp|X88902|MMVARHECH 1 Fv fragment variable heavy chain [Mus musculus] 
Length - 131 

Score - 389 (176.8 bits). Expect = 3.2e-59, Sum P(2) - 3.2e-59 
Identities = 75/95 (78%), Positives = 83/95 (87%) 

Query: 4 LQQSGAELVRSGASVKHSCKASGYTLTSYNMHUVKQTPGQGLEWIGNIFPGNGDTYYNQK 63 

LQ+SGA LV+ GASVKMSCKASGYT TSY MHWVXQ PGQGLEWIG I P N T YN+K 
Sbjct: 4 LQESGAGLVKPGASVKMSCKASGYTFTSYVMHWVKQKPGQGLEWIGYINPYNDGTKYNEK 63 

Query: 64 FKGKASLTADTSSSTAYMQ I SSLTSEDSAVYFCAR 98 

FKGKA+LT+D S S STAYM++S S L TSEDSAVY+CAR 
Sbjct: 64 FKGKAT L T SDKSS STAYME L S S L T SEDSAVYYCAR 98 

Score = 80 (36.4 bits). Expect = 3.2e-59, Sum P{2) = 3.2e-59 
Identities = 14/18 (77%), Positives = 16/18 (88%) 



Query: 101 WEGALDYWGQGTSVTVSS 118 

W A+DYWGQGT+VTVSS 
Sbjct: 105 WYYAMDYWGQGTTVTVSS 122 



WARMING: HSPs involving 8585 database sequences were not reported due to the 
limiting value of parameter B = 50. 



Parameters: 
V=100 
B=50 
H=1 

-qtype 
E=10 

» 

-ctxfactor=1.00 



Query As Used Computed 

Frame Mat ID Matrix name Lambda K H Lambda K H 

+0 0 8LOSUM62 0.315 0.127 0.386 same same same 

Query 

Frame Mat ID Length Eff. Length E S W T X E2 S2 

+0 0 118 118 10. 59 3 11 22 0.18 31 



Statistics: 

Query Expected Observed HSPs HSPs 

Frame MatID High Score High Score Reportable Reported 

+0 0 63 (28.6 bits) 542 (246.4 bits) 17989 94 

Query Neighborhd Word Excluded Failed Successful Overlaps 

Frame MatID Words Hits Hits Extensions Extensions Excluded 

+0 0 3523 12605070 3175944 9368862 60214 834 



Database: Non- redundant PDB+SuissProt+SPupdate+PIR+GenPept+GPupdate 
Release date: 5:56 AM EST Jan 19, 1996 
Posted date: 5:57 AM EST Jan 19, 1996 

# of letters in database: 51,001,589 

# of sequences in database: 172,206 

# of database sequences satisfying E: 8635 
No. of states in DFA: 546 (54 KB) 

Total size of DFA: 92 KB (128 KB) 
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Time to generate neighborhood: 0.02u 0.01s 0.03t Real: 00:00:00 
No. of processors used: 8 

Time to search database: 82.38u 1.48s 83.86t Real: 00:00:17 
Total cpu time: 82.47u 1.53s 8A.00t Real: 00:00:18 

WARNINGS ISSUED: 2 
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S. Chatterjee 

===================:;===================::=================::::==========s: ^ 1121 

Return-Path: <blastmaiS)BLASTER. NLH.NIH.GOV> 

Received: from UKCC (NJE origin SMTP3UKCC) by UKCC.UKY.EDU (LMail Vl.2a/1.8a) with BSMTP id 5094; Fri, 
19 Jan 1996 16:19:56 -0500 

Received: from ncbi.nlm.nih.gov by UKCC.uky.edu (IBM VM SMTP V2R3) with TCP; 

Fri, 19 Jan 96 16:19:54 EST 
Received: from blaster.nlm.nih.gov by ncbi.nlm.nih.gov 

id QAA16046; Fri, 19 Jan 1996 16:19:43 -0500 
Received: by blaster.nlm.nih.gov (950511. SGI. 8.6. 12. PATCH526/5.6) 

id QAA21085; Fri, 19 Jan 1996 16:19:43 -0500 
Date: Fri f 19 Jan 1996 16:19:43 -0500 
Message-Id: <199601 1921 19. QAA21085abLaster. nlm.nih.gov> 
To: SKCHAT003UKCC.uky.edu 
Subject: Results-BLAST Server 

From: NCBI BLAST E-Mail Server <blast3ncbi .nlm.nih.gov> 

Errors-To: <owner-blast3ncbi .nlm.nih.gov> 

Reply-To: "NCBI BLAST E-Mail Server" <blast3ncbi .nlm.nih.gov> 



To Obtain Documentation: send an e-mail message to 'blastancbi.nlm.nih.gov' 
with the word HELP in the body of the message. The documentation was last 
modified March 18th. 

March 18, 1995 

The BLAST FAQ was updated with the question Q33 related to degenerated 
nucleotide code available for the BLAST programs. 

August 8, 1995 

A new server directive ACKNOWLEDGE, has been added to the server. See the 
help file for more details. 



Trying blaster... connected 

National Center for Biotechnology Information (NCBI) 
Experimental GENINFO(R) BLAST Network Service (Blaster) 

Fri Jan 19 16:16:50 EST 1996, Up 30 days, 4:08, 0 user, load: 14.58, 13.81, 14.79 

PEPTIDE SEQUENCE DATABASES 

nr Non-redundant PDB+SwissProt+PIR+SPUpdate+GenPept+GPUpdate, updated daily 
for efficient, complete searches of the five component databases: 
pdb Brookhaven Protein Data Bank, April 1995 Release 

swissprot SWISS-PROT Release 32.0, December 1995 
pir PIR Release 45.0 (complete), June 30, 1995 

spupdate SWISS-PROT cumulative weekly update to the major release 
genpept CDS translations from GenBank(R) Release 92, December 15, 1995 
gpupdate cumulative daily updates to the major release of genpept 

kabat pro Kabat Sequences of Proteins of Immunological Interest, June 1995 

tfd TFD transcription factor (protein) database Release 7.0, June 1993 

alu * Translations of select Alu repeats from REPBASE 

NUCLEOTIDE SEQUENCE DATABASES 

nr Non-redundant PDB+GBUpdate+GenBank+EmblUpdate+EMBL, updated daily 
for efficient, complete searches of the four component databases: 
pdb Brookhaven Protein Data Bank, April 1995 Release 

genbank GenBank(R) Release 92 (no daily updates), December 15, 1995 
gbupdate GenBank(R) cumulative daily updates to the major release 
embl EMBL Data Library, Release 45.0, December 1995 

emblu EMBL Data Library cumulative daily updates to the major release 

vector Vector subset of GenBank(R), February 3rd, 1995 

alu *+ Select Alu repeats from REPBASE 

kabat nuc Kabat Sequences of Nucleic Acid of Immunological Interest, June 1995 
epd Eukaryotic Promoter Database Release 43, June 1995 
dbest + Database of Expressed Sequence Tags (cumulative daily update) 
dbsts + Database of Sequence Tagged Sites Release 1.5, October 26, 1994 



0 8 7 66 3 5 0 
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* Databases that are not accessible through the NCBI Retrieve E-mail server. 
+ The TBLASTX program is restricted to searching these databases. 



You can obtain the BLAST documentation files, send a message consisting of 
just the word "help" (without the quotes) to: blastancbi.nlm.nih.gov 
Last modification dates: August 10th 95 for the E-mail server help, January 
19th 94 for the BLAST manual and March 18th 95 for the BLAST FAQ. 



For a free subscription to "NCBI News", the NCBI newsletter, send a request 
along with your name and postal mailing address to: infoancbi.nlm.nih.gov 



A new GenBank sequence submission tool, called Banklt, is now available 
through the NCBI's home page on the World Wide Web. The URL is 
http://www.ncbi.nlm.nih.gov/ 



BLASTP 1.4.8MP [20- June- 1995] [Build 13:58:02 Oct 17 1995] 

Reference: Altschul, Stephen F. r Warren Gish, Webb Miller, Eugene W. Myers, 
and David J. Lipman (1990). Basic local alignment search tool. J. Mol. Biol. 
215:403-10. 

Query= 11D10VL.pep 
(107 letters) 

Database: Non- redundant PDB+SwissProt+SPupdate+PIR+GenPept+GPupdate 

172,206 sequences; 51,001,589 total letters. 
Searching done 



Observed Numbers of Database Sequences Satisfying 
Various EXPECTation Thresholds (E parameter values) 



Histogram units: = 32 Sequences : less than 32 sequences 



EXPECTation Threshold 
(E parameter) 



V 

10000 
6310 
3980 
2510 
1580 
1000 
631 
398 
251 
158 
100 
63.1 
39.8 
25.1 
15.8 



Observed Counts- -> 
15922 1866 
14056 1784 
12272 1201 
11071 1083 
814 
542 
756 
507 
383 
398 
296 
353 
269 
242 
225 



9988 
9174 
8632 
7876 
7369 
6986 
6588 
6292 
5939 
5670 
5428 

»»»»»»»>»»» 
10.0 5203 169 
6.31 5034 194 
3.98 4840 149 
2.51 4691 149 
1.58 4542 109 
1.00 4433 141 
0.63 4292 98 
0.40 4194 84 
0.25 4110 54 
0.16 4056 52 
0.10 4004 30 
0.063 3974 41 
0.040 3933 31 
0.025 3902 38 



Expect = 10.0, Observed = 5203 ««««««««< 
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0.016 


3864 


27 


0.010 


3837 


22 


0.0063 


3815 


19 


0.0040 


3796 


28 


0.0025 


3768 


20 


0.0016 


3748 


13 



Sequences producing High -scoring Segment Pairs: 



9P 
9P 
sp 

9P 



L41880 
J00550 
P01639 
V00808 



pir|PL0260|PL0260 
gp|M59920|MUSIGKAA3_1 
pir|PL0259|PL0259 
gp|Z22118|MDIGKVBS 1 
gp|H36246|HUSIGLAFA 1 
pdb|2GFB|A 

gp|M64168|MUSIGKAFT_1 
pir|PL0262|PL0262 



9P 

gp 
gp 
gp 
gp 



X02177 
U25098 
V00804 
U29617 
X02178 



pir|B47271|B47271 
gp|Ml2191 



MUSIGKCMA 1 



pir|PH1062|PH1062 
gp|S69053 



S69053J 
pir|PL0261|PL0261 

MMU30236 1 
MMU19320~1 



MUS1KCC_1 immunoglobulin kappa chain [Mus mu.. 
MUSIGKAC2 1 immunoglobulin kappa chain variabl.. 
KV5G_M0USE IG KAPPA CHAIN PRECURSOR V-V REGIO. . 
MMIGK7 1 immunoglobulin kappa [Mus musculus] 
Ig kappa chain V region (anti-DNA,.. 
Ig kappa chain [Mus musculus] 
Ig kappa chain V region (anti-DNA,.. 
immunoglobulin variable region [Mu. . 
immunoglobulin kappa-chain VK-1 [M.. 
Igg2a Fab Fragment CCnj206) >pdb|2.. 
immunoglobulin kappa-chain VK-1 [H.. 
Ig kappa chain V region (anti-DNA,.. 
MMIGGVJ1_1 Immunoglobulin G kappa light chain.. 
MMU25098_1 immunoglobulin light chain [Mus mu.. 
MMIGK3_1 kappa- immunoglogul in [Mus musculus.. 
MMU296?7_1 Ig kappa chain [Mus musculus] 
MMIGGVJ2JI immunoglobulin G kappa light chain.. 

nitrophenyl phosphonate-specif ic a.. 
Mouse Ig active kappa-chain VJ2C m. . 
Ig light chain V region (clone 202.. 
anti-p-nitrophenyl phosphonate est.. 
Ig kappa chain V region (anti-DNA,.. 
Ig kappa chain [Mus musculus] 
immunoglobulin kappa light chain v.. 
Ig kappa chain V region (HP22) - m.. 
Ig kappa chain V region (HP27) - m.. 
Mouse mRNA for GAT (HP27) anti-idi.. 
Mouse mRNA for GAT (HP22) anti-idi.. 
Ig kappa chain precursor V region .. 
immunoglobulin kappa chain [Mus mu.. 
Mouse Ig rearranged kappa-chain mR.. 
Ig kappa chain V region (G) - mous.. 
Ig kappa chain V region (HP29) - m.. 
MUSIGKAE_1 mouse ig kappa unproductively rear.. 
S76654 1 F30C7 light chain variable region .. 
MUSIGLAFPJ immunoglobulin kappa-chain VK-1 [M.. 
MMIGKL221 1 immunoglobulin kappa light chain [.. 
KV5H_MOUSE IG KAPPA CHAIN PRECURSOR V-V REGIO. . 

Ig light chain precursor V region .. 
Ig kappa chain V region (Py20) - m.. 
KV5J_MOUSE IG KAPPA CHAIN V-V REGION (MOPC 17.. 
MMIGKL229J immnuoglobut in kappa light chain [.. 
MMU21066 1 immunoglobulin kappa chain variabl.. 
MMU16180J Ig light chain [Mus musculus] 
HSIGVKC45_1 immunoglobulin kappa light chain v.. 
MUSIGLAEQJ immunoglobulin kappa-chain VK-1 [M. . 
MMIGKL4A1 1 immunoglobulin kappa light chain [.. 

Ig kappa chain V region - mouse >g.. 
immunoglobulin light chain [Mus mu.. 
_ immunoglobulin light chain precurs.. 
pdb 2F19|L Fab Fragment From A Monoclonal Ant., 

pdb 6FAb|l Antigen- Binding Fragment Of The Mu.. 

pir E38740 | E38740 Ig kappa chain V region (Py54) - m.. 
gp X55041 MMIGKL218J immunoglobulin kappa light chain [.. 
gp M14840 MUSIGKBPJ Mouse IgM monoclonal anti-BrMRBC a., 
sp P01644 KV5K MOUSE IG KAPPA CHAIN V-V REGION (HP R16... 



gp|U30236 
gp|ui9320 
pir|C28840|C28840 
pir|B28840|B28840 
gp IX03382 1 MMIGKGA1J 
gp|x03383|MMIGKGA2_1 
pir|D32513|D32513 
gp|U20061 IMMU20061 J 
gp|M33559|MUSIGKABE_1 
pir|PL0220|PL0220 
pir|D28840|D28840 



9P 

gp 
gp 
gp 

sp 



J00568 
S76654 
M36261 
X55042 
P01641 



pirl JL0080IJL0080 
pir|A38740|A38740 



sp 

gp 
gp 
gp 
gp 
gp 
gp 



P01643 
X55044 
U21066 
U16180 
Z37332 
M36236 
X55047 



pir|S38862|S38862 
gp|L35316|MUSIVJR 1 
gp|ul6689|MMUl6689 1 





Smallest 




Sum 


High 


Probability 


Score 


P(N) N 


491 


4.7e-63 1 


486 


2.1e-62 1 


4B6 


2.3e-62 1 


481 


1.1e-61 1 


481 


1.4e-61 1 


480 


1.9e-61 1 


477 


4.8e-61 1 


461 


7.5e-59 1 


455 


5.3e-58 1 


447 


3.1e-57 1 


446 


9.0e-57 1 


439 


7.9e-56 1 


431 


8.3e-55 1 


430 


1.3e-54 1 


427 


3.2e-54 1 


427 


3.9e-54 1 


426 


4.0e-54 1 


425 


6.4e-54 1 


419 


3.6e-53 1 


415 


1.7e-52 1 


415 


1.7e-52 1 


399 


2.9e-50 1 


396 


6.7e-50 1 


396 


6.8e-50 1 


387 


1.1e-48 1 


387 


1.1e-48 1 


387 


1.1e-48 1 


386 


1.6e-48 1 


385 


1.6e-48 1 


381 


7.0e-48 1 


381 


7.0e-48 1 


371 


1.7e-46 1 


371 


1 .9e-46 1 


369 


2.6e-46 1 


368 


4.3e-46 1 


367 


5.8e-46 1 


300 


6.6e-46 2 


365 


1.0e-45 1 


365 


1.0e-45 1 


365 


1.1e-45 1 


365 


1.1e-45 1 


365 


1.1e-45 1 


365 


1.3e-45 1 


364 


1.5e-45 1 


300 


1.6e-45 2 


363 


2.1e-45 1 


300 


2.3e-45 2 


299 


4.3e-45 2 


360 


4.4e-45 1 


360 


4.5e-45 1 


358 


5.0e-45 1 


358 


5.0e-45 1 


360 


5.1e-45 1 


360 


5.3e-45 1 


360 


5.3e-45 1 


359 


7.2e-45 1 
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gp|M34593|MUSlGKABW 1 
gp|M15519|MUSlGKCMM _ 1 
pdb|1FBl|L 
pir|G38740|G38740 



sp P01648 
gp|s77030 



KV50H0USE 
S77030 1 



pir|PHl224|PHl224 



9P 
sp 
sp 



X53329 
P01646 
P01647 



MMHS2H1VL 1 
KV5M MOUSE 
KV5N~MOUSE 



pir|C26405|C26405 
pir[S19970|si9970 
gp|M32043|MUSIGKCRT_1 
pir|S32188|S32188 



9P 
9P 

gp 
gp 
gp 



L01279 
U05217 
X06111 
X05796 
M31915 



HUMIGKVCAJ 
MMU05217J 
MMIGKVJ2 1 
MMIGVK36~1 
MUSIGKCRO 1 



pir|B28044|B28044 



gp 
gp 
gp 

pir 
pir 
pir 
pir 
pir 

gp 
gp 
gp 
gp 



M37021 
M36242 
Ml 5402 
B23986 
A34904 
A29380 
C38740 
PL0282 
M34590 
M32040 
S74560 
M59918 



MUSIGKADTJ 
MUSIGLAEW_1 
RATIGKACJ 
B23986 
A34904 
A29380 
C38740 
PL0282 
MUSIGKABT 1 
MUSIGKCRQJ 
S74560_1 
MUSIGKAA1 1 



pir|A26406|A26406 
sp|P01645|KV5L MOUSE 
pir|B26405|B26405 
pir|B3055l|B30551 
gp M33678 MUSIGKABFJ 
gp M60020 MUSIGKAAAMJ 
gp X72463 HSIGKLV42J 
pir|s40353jS40353 
gp | L39092 1 MUS I GK527AJ 
pir|B48677|B48677 
gp|M36256|MUSIGLAFK_1 
gp|S77025|s77025 1 



Mouse Ig kappa-chain mRNA V-J regi... 359 7.2e-45 

Mouse allele 91A3 V- region kappa c... 358 8.4e-45 

Fab Fragment Of The Monoclonal Ant... 356 9.4e-45 

Ig kappa chain V region (Py69) - m. .. 358 9.7e-45 

IG KAPPA CHAIN V-V REGION (HP 91A3). 358 9.9e-45 

H4-specific antibody light chain v... 358 9.9e-45 

Ig kappa chain precursor V region ... 357 1.2e-44 

2H1 VL gene product [Mus musculus] 357 1.2e-44 

IG KAPPA CHAIN V-V REGION (HP 123E6). 357 1.4e-44 

IG KAPPA CHAIN V-V REGION (HP 124E1). 357 1.4e-44 

Ig kappa chain V region (3D10) - ra. .. 357 1.4e-44 

Ig kappa chain V region (M-T151) 357 1.4e-44 

Mouse Ig kappa-chain mRNA V-J regi... 357 1.4e-44 

Ig kappa chain V region - mouse (f... 357 1.4e-44 

immunoglobulin kappa chain [Homo s... 297 1.5e-44 

anti-platelet integrin gpIIb/IIIa ... 356 1.6e-44 

Mouse (hVH65-107) mRNA for immunog... 356 1.9e-44 

immunoglobulin L chain [Mus muscul... 356 1.9e-44 

Mouse Ig light-chain V-J region mR... 356 1.9e-44 

Ig kappa chain V region (GP1) - mouse 356 1.9e-44 

Mouse Ig rearranged kappa-chain mR. . . 356 1.9e-44 

imnunoglobulin kappa-chain VK-1 [M... 356 1.9e-44 

Rat Ig active kappa-chain mRNA VJ-... 355 2.0e-44 

Ig kappa chain precursor V region ... 355 2.1e-44 

Ig kappa chain precursor V region ... 355 2.2e-44 

Ig kappa chain precursor V region ... 355 2.3e-44 

Ig kappa chain V region (Py2) - mouse 355 2.5e-44 

Ig light chain V region (45-49, an... 355 2.6e-44 

Mouse Ig kappa- chain mRNA V-J regi... 355 2.6e-44 

Mouse Ig kappa-chain mRNA V-J regi... 355 2.6e-44 

rheumatoid factor RF3-2C [Mus sp.] 355 2.6e-44 

Ig kappa chain [Mus musculus] >gp|... 354 2.9e-44 

Ig kappa chain V region (Ars-A) - ... 354 3.0e-44 

IG KAPPA CHAIN V-V REGION (HP 93G7). 354 3.5e-44 

Ig kappa chain V region (1F6) - mouse 354 3.5e-44 

Ig kappa chain V region (36-71) - ... 354 3.5e-44 

Mouse Ig rearranged L-chain mRNA V... 354 3.5e-44 

Ig kappa chain [Mus musculus] 353 4.1e-44 

Ig kappa light chain (VJC) [Homo s... 353 4.1e-44 

Ig kappa light chain (VJC) - human. 353 4.2e-44 

anti -fluorescein antibody [Mus mus... 352 5.7e-44 

Ig light chain V-J region (44.1) 352 6.7e-44 

immunoglobulin kappa-chain VK-1 [M... 352 6.7e-44 

H2A/H2B-specific antibody light ch... 352 6.7e-44 



WARNING: Descriptions of 5103 database sequences were not reported due to the 
limiting value of parameter V = 100. 



>gp|L41880|MUSIKCC 1 immunoglobulin kappa chain [Mus musculus] 
Length = 130 

Score = 491 (223.7 bits). Expect = 4.7e-63, P = 4.7e-63 
Identities = 99/107 (92%), Positives ~ 102/107 (95X) 

Query: 1 D I QMTQSPSSLSASLGQR VSLTCRASQD I G I N LHTLQQEPDGT I KRL I YATSSLGSGVPK 60 

D IQMTQSPSSLSASLG+RVSLTCRASQD I G +L+ LQQEPDGT I KRL I YATSSL SGVPK 
Sbjct: 23 DIQMTQSPSSLSASLGERVSLTCRASQDIGSSLNULQQEPDGTIKRLIYATSSLDSGVPK 82 

Query: 61 RFSGSRSGSDYSLT I SSLESGD FVAYYCLQYASSPYTFGGGTKLE I K 107 

RFSGSRSGSDYSLTISSLES 0FV YYCLQYASSPYTFGGGTKLE I K 
Sbjct: 83 RFSGSRSGSDYSLT I SSLESED F VDYYCLQYASSPYTFGGGTKLE I K 129 



>gp|J00550|MUSIGKAC2_1 immunoglobulin kappa chain variable region [Mus 
musculusl 
Length = 146 



11D10 Light Chain PEPTIDE - 5 



Score - 4B6 (221.4 bits). Expect = 2.1e-62, P = 2.1e-62 
Identities = 98/107 (91%), Positives = 102/107 (95%) 

Query: 1 D IQMTQSPSSLSASLGQRVSLTCRASQD I G I NLHTLQQEPDGT I KRL I YATSSLGSGVPK 60 

D IQMTQSPSSLSASLG+RVSLTCRASQD I G +L+ LQQEPDGT I KRL I YATSSL SGVPK 
Sbjct: 23 DIQMTQSPSSLSASLGERVSLTCRASQD I GSSLNWLQQEPDGT I KRL I YATSSLDSGVPK 82 

Query: 61 RFSGSRSGSDYSLT I SSLESGD F VAYYCLQYASSPYT FGGGTKLE I K 107 

RFSGSRSGSDYSLTI5SLES DFV YYCLQYASSP+T FGGGTKLE IK 
Sbjct: 83 RFSGSRSGSDYSLT I SSLESEDFVDYYCLQYASSPWT FGGGTKLE IK 129 



>sp|P01639|KV5G_MOUSE IG KAPPA CHAIN PRECURSOR V-V REGION (MOPC 41). 

>pir|A93211 |KVMSM4 Ig kappa chain precursor V region (MOPC 41) - 
mouse 

Length = 130 

Score = 486 (221.4 bits), Expect = 2.3e-62, P = 2.3e-62 
Identities = 98/107 (91%), Positives = 102/107 (95%) 

Query: 1 D I QNTQSPSSLSASLGQRVSLTCRASQD I G I N L HTLQQEPDGT I KRL I YATSS LGSGVPK 60 

D I QMTQSPSSLSASLG+RVSLTCRASQD I G +L+ LQQEPDGT I KRL I YATSSL SGVPK 
Sbjct: 23 D I QMTQSPSSLSASLGERVSLTCRASQD I GSSLNWLQQEPDGT I KRL I YATSSLDSGVPK 82 

Query: 61 RFSGSRSGSDYSLT I SSLESGD FVAYYCLQYASSPYTFGGGTKLE IK 107 

RFSGSRSGSDYSLT I SSLES DFV YYCLQYASSP+TFGGGTKLEIK 
Sbjct: 83 RFSGSRSGSDYSLT I SSLESEDFVDYYCLQYASSPUTFGGGTKLE IK 129 



>gp]V00808|MHIGK7_1 immunoglobulin kappa [Mus musculus] 
Length = 130 

Score = 481 (219.1 bits). Expect - 1.1e-61, P = 1.1e-61 
Identities = 97/107 (90%), Positives = 101/107 (94%) 

Query: 1 D I QMTQSPSSLSASLGQRVSLTCRASQD I G I N L HT LQQEPDGT I KRL I YATSSLGSGVPK 60 

D IQMTQSPSSLSASLG+RVSLTCR SQDIG +L+ LQQEPDGT I KRL I YATSSL SGVPK 
Sbjct: 23 D 1 QHTQSPSSLSASLGERVSLTCRPSQD I GSSLNWLQQEPDGT I KRL I YATSSLDSGVPK 82 

Query: 61 RFSGSRSGSDYSLT I SSLESGD FVAYYCLQYASSPYTFGGGTKLE IK 107 

RFSGSRSGSDYSLT I SSLES DFV YYCLQYASSP+TFGGGTKLEIK 
Sbjct: 83 RFSGSRSGSDYSLTI SSLESEDFVDYYCLQYASSPUTFGGGTKLE IK 129 



>pir|PL0260|PL0260 Ig kappa chain V region (anti-DNA, DP7VK) - mouse (fragment) 
Length - 106 

Score = 481 (219.1 bits), Expect, = 1.4e-61, P = 1.4e-61 
Identities = 97/106 (91%), Positives = 101/106 (95%) 

Query: 1 D I QMTQSPSSLSASLGQRVSLTCRASQD I G I NLHTLQQEPDGT I KRL I YATSSLGSGVPK 60 

01 QMTQSPSSLSASLG+RVSLTCRASQD I G +L+ LQQEPDGT I KRL I YATSSL SGVPK 
Sbjct: 1 D I QMTQSPSSLSASLGERVSLTCRASQD I GSSLNWLQQEPDGT I KR L I YATSSLDSGVPK 60 

Query: 61 R FSGSRSGSDYSLT I SSLESGD FVAYYCLQYASSPYT FGGGTKLE I 106 

RFSGSRSGSDYSLT I SSLES DFV YYCLQYASSP+T FGGGTKLE I 
Sbjct: 61 R FSGSRSGSDYSLT I SSLESED FVD YYCLQYASSPWT FGGGTKLE I 106 



>gp|M59920|MUSIGKAA3J Ig kappa chain [Mus musculus] 
Length = 107 

Score = 480 (218.7 bits), Expect - 1.9e-61, P = 1.9e-61 
Identities = 97/106 (91%), Positives = 101/106 (95%) 

Query: 2 I QMTQSPSSLSASLGQRVSLTCRASQD I G I NLHTLQQEPDGT I KRL I YATSSLGSGVPKR 61 

I QMTQSPSSLSASLG+RVSLTCRASQD I G +L+ LQQEPDGT I KRL I YATSSL SGVPKR 
Sbjct: 1 I QMTQSPSSLSASLGERVSLTCRASQD I GSSLNWLQQEPDGT I KRL I YATSSLDSGVPKR 60 



% % 
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Query: 62 FSGSRSGSDYSLT I SSLESGD FVAYYCLQYASSPYT FGGGTKLE I K 107 

FSGSRSGSDYSLTISSLES DFV YYCLQYASSP+T FGGGTKLE IK 
Sbjct: 61 FSGSRSGSDYSLT I SSLESEDFVDYYCLQYASSPUT FGGGTKLE I K 106 



>pir|PL0259|PL0259 Ig kappa chain V region (anti-DNA, DP11VK) - mouse 
(fragment) 
Length =106 

Score = 477 (217.3 bits). Expect = 4.8e-61, P = 4.8e-61 
Identities = 96/106 (90%), Positives = 101/106 (95%) 

Query: 1 DIQMTQSPSSLSASLGQRVSLTCRASQDIGINLHTLQQEPDGTIKRLIYATSSLGSGVPK 60 

DIQMTQSPSSLSASLG+RVSLTCRASQDIG +L+ LQQEPDGT I KRL I YATSSL SGVPK 
Sbjct: 1 D IQMTQSPSSLSASLGERVSLTCRASQD I GRSLNULQQEPDGT I KRL I YATSSLDSGVPK 60 

Query: 61 R FSGSRSGSDYSLT I SSLE SGD FVAYYCLQYASSPYTFGGGTKLE I 106- 

RFSGSRSGSDYSLTISSLES DFV YYCLQYA+SP+T FGGGTKLE I 
Sbjct: 61 R FSGSRSGSDYSLT I SSLE SEDFVDYYCLQYATSPWT FGGGTKLE I 106 



>gp|Z22118|MDIGKVBS_1 immunoglobulin variable region [Mus musculus domesticus] 
Length = 107 

Score = 461 (210.0 bits). Expect = 7.5e-59, P = 7.5e-59 
Identities = 93/107 (86%), Positives - 98/107 (91%) 

Query: 1 D IQHTQSPSSLSASLGQRVSLTCRASQD I G I N LHTLQQEPDGT I KRL I YATSSLGSGVPK 60 

D I QMTQSPSSLSAS LG+RVSLTCRASQ+ 1 L LQQ+PDGT I KR L I Y+TS+L SGVPK 
Sbjct: 1 D I QMTQSPSSLSASLGERVSLTCRASQE I SGYLSWLQQKPDGT I KR L I YSTSTLNSGVPK 60 

Query: 61 RFSGSRSGSDYSLT I SSLESGD FVAYYCLQYASSPYTFGGGTKLE IK 107 

RFSGSRSGSDYSLTISSLES DF YYCLQYASSPYTFGGGTKLEIK 
Sbjct: 61 RFSGSRSGSDYSLT I SSLESED FAD YYCLQYASSPYTFGGGTKLEIK 107 



>gp|M36246|MUSIGLAFA_1 immunoglobulin kappa-chain VK-1 [Hus musculus] 
Length - 101 

Score - 455 (207.3 bits), Expect = 5.3e-58, P = 5.3e-58 
Identities = 92/101 (91%), Positives - 95/101 (94X) 

Query: 7 SPSSLSASLGQRVSLTCRASQDIGINLHTLQQEPDGTIKRLIYATSSLGSGVPKRFSGSR 66 

SPSSLSASLG+RVSLTCRASQDIG +L+ LQQEPDGT I KRL I YATSSL SGVPKRFSGSR 
Sbjct: 1 SPSSLSASLGERVSLTCRASQD I GSSLNWLQQEPDGT I KRL I YATSSLDSGVPKRFSGSR 60 

Query: 67 SGSDYSLT I SSLESGD FVAYYCLQYASSPYT FGGGTKLE IK 107 

SGSDYSLTISSLES DFV YYCLQYASSPYT FGGGTKL IK 
Sbjct: 61 SGSDYSLT I SSLESEDFVDYYCLQYASSPYTFGGGTKLX IK 101 



>pdb|2GFB|A Igg2a Fab Fragment (Cnj206) >pdb|2GFB|C Igg2a Fab Fragment (Cnj206) 
>pdb| 2GFB | E Igg2a Fab Fragment (Cnj206) >pdb]2GFB|G Igg2a Fab 
Fragment (Cnj206) >pdb|2GFB|l Igg2a Fab Fragment (Cnj206) 
>pdb|2GFB|K Igg2a Fab Fragment (Cnj206) >pdb|2GFB|M Igg2a Fab 
Fragment (Cnj206) >pdbj2GFB|0 Igg2a Fab Fragment (Cnj206) 
Length = 214 

Score = 447 (203.6 bits), Expect = 3.1e-57, P = 3.1e-57 
Identities = 91/105 (86%), Positives = 95/105 (90%) 

Query: 2 I QMTQSPSSLSASLGQRVSLTCRASQD I G I N LHTLQQEPDGT I KRL I YATSSLGSGVPKR 61 

IQMTQSPSSLSASLG+RVSLTCRASQ+I L LQQ+PDGT I KRL I YA S+L SGVPKR 
Sbjct: 2 IQMTQSPSSLSASLGERVSLTCRASQE I SGYLSWLQQKPDGT I KRL I YAASTLDSGVPKR 61 

Query: 62 FSGSRSGSDYSLT I SSLESGD FVAYYCLQYASSPYTFGGGTKLE I 106 

FSGSRSGSDYSLTISSLES DF YYCLQYASSPYTFGGGTKLE I 
Sbjct: 62 FSGSRSGSDYSLT I SSLESEDFAD YYCLQYASSPYTFGGGTKLE I 106 



11D10 Light Chain PEPTIDE- J 



>gp|M64168|MUSIGKAFT_1 immunoglobulin kappa-chain VK-1 [Mus musculus] 
Length - 102 

Score = 446 (203.2 bits). Expect = 9.0e-57, P = 9.0e-57 
Identities = 90/101 (89%), Positives = 94/101 (93%) 

Query: 7 SPSSLSASLGQRVSLTCRASQD1GINLHTLQQEPDGTIKRLIYATSSLGSGVPKRFSGSR 66 

SPSSLSASLG+RVSLTCRASQD1G +L+ LQQEPDGT I KRL I YATSSL SGVPKRFSGSR 
Sbjct: 2 SPSSLSASLGERVSLTCRASQD I GNSLNWLQQEPDGT I KRL I YATSSLDSGVPKRFSGSR 61 

Query: 67 SGSDYSLT I SSLESGDFVAYYCLQYASSPYTFGGGTKLE IK 107 

SGSDYSLTISSLES DFV YYCLQYAS YTFGGGTKLE+K 
Sbjct: 62 SGSDYSLTISSLESEDFWYYCLQYASYTYTFGGGTKLELK 102 



>pir|PL0262|PL0262 Ig kappa chain V region (anti-DNA, 60VK) - mouse (fragment) 
Length = 106 

Score = 439 (200.0 bits). Expect = 7.9e-56, P = 7.9e-56 
Identities - 89/106 (83%), Positives = 94/106 (88%) 

Query: 1 D I QMTQSPSSLSASLGQRVSLTCRASQD I G I N LHTLQQEPDGT I KRL I YATSSLGSGVPK 60 

D IQMTQSPSSLSASLG+RVSL CRASQ+IG L LQQ+PDGTIKRLIYA S+L SGVPK 
Sbjct: 1 DIQMTQSPSSLSASLGERVSLACRASQEIGGYLSWLQQKPDGTIKRLIYAASTLDSGVPK 60 

Query: 61 RFSGSRSGSDYSLT I SSLESGDFVAYYCLQYASSPYTFGGGTKLE I 106 

RF GSRSGSDYSLTISSLES DF YYCLQYAS P+TFGGGTKLEI 
Sbjct: 61 RFGGSRSGSDYSLTISSLESEDFADYYCLQYASYPWTFGGGTKLEI 106 



>gp | X021 77 1 MM I GGV J 1_1 Imntunoglobulin G kappa light chain [Mus musculus] 
Length = 126 

Score = 431 (196.4 bits). Expect = 8.3e-55, P = 8.3e-55 
Identities = 88/107 (82%), Positives = 93/107 (86%) 

Query: 1 D IQMTQSPSSLSASLGQRVSLTCRASQD I G I N L HT LQQEPDGT I KRL I YATSSLGSGVPK 60 

DIQMTQSPSSLSASLG+RVSLTCRASQ+I L LQQ+PDGTIKRLIYA S+L SGVPK 
Sbjct: 14 D IQMTQSPSSLSASLGERVSLTCRASQE I SGYLSULQQKPDGT I KRL I YAASTLDSGVPK 73 

Query: 61 RFSGSRSGSDYSLT I SSLESGDFVAYYCLQYASSPYT FGGGTKLE I K 107 

RFSGSRSGSDYSLT I SSLES DF YYCLQY S P TFG GTKLE+K 
Sbjct: 74 RFSGSRSGSDYSLT I SSLESEDFADYYCLQYLSYPLTFGAGTKLELK 120 



>gp|U25098|MMU25098 1 immunoglobulin light chain [Mus musculus] 
Length = 112 

Score = 430 (195.9 bits), Expect = 1.3e-54, P = 1.3e-54 
Identities - 87/107 (81%), Positives - 94/107 (87%) 

Query: 1 D IQMTQSPSSLSASLGQRVSLTCRASQD I GI NLHTLQQEPDGT I KRL I YATSSLGSGVPK 60 

++QMTQSPSSLSASLG+RVSLTCRASQ+I L LQQ+PDGTIKRLIYA S+L SGVPK 
Sbjct: 1 ELQMTQSPSSLSASLGERVSLTCRASQE I SGYLSWLQQKPDGT I KR L I YAASTLDSGVPK 60 

Query: 61 RFSGSRSGSDYSLT I SSLESGDFVAYYCLQYASSPYTFGGGTKLE IK 107 

RFSGSRSGSDYSLT I SSLES DF YYCLQYAS P TFG GTKLE+K 
Sbjct: 61 RFSGSRSGSDYSLT 1SSLESEDFADYYCLQYASYPLTFGAGTKLELK 107 



>gp|v00804|MMIGK3_1 kappa- immunoglogul in [Mus musculus] >gp| J00566|MUSIGKVCJ 
Mouse'ig kappa germ line v gene: vk41. [Mus musculus] 
Length =117 



Score - 427 (194.5 bits), Expect = 3.2e-54, P = 3.2e-54 
Identities - 87/95 (91%), Positives = 90/95 (94%) 



11D10 Light Chain PEPTIDE - § 



Query: 1 D I QMTQSPSSLSASLGQRVSLTCRASQD I G I NL KTLQQEPDGT I KRL I YATSSLGSGVPK 60 

D I QMTQSPSSLSASLG+RVSLTCRASQD I G +L+ LQQEPDGT I KRL I YATSSL SGVPK 
Sbjct: 23 D I QMTQSPSSLSASLGERVSLTCRASQD I GSSLNULQQEPDGT I KRL I YATSSLOSGVPK 82 

Query: 61 RFSGSRSGSDYSLT1SSLESGDFVAYYCLQYASSP 95 

RFSGSRSGSDYSLTI SSLES DFV YYCLQYASSP 
Sbjct: 83 RFSGSRSGSDYSLTI SSLESEDFVD YYCLQYASSP 117 



>gp|U29617|MMU29617_1 Ig kappa chain CMus mus cuius] 
Length = 95 

Score - 427 (194.5 bits). Expect = 3.9e-54, P = 3.9e-54 
Identities = 87/95 (91%), Positives = 90/95 (94%) 

Query: 1 D I QMTQSPSSLSASLGQRVSLTCRASQD IGINL HTLQQEPDGT I KRL I YATSSLGSGVPK 60 

D I QMTQSPSSLSASLG+RVSLTCRASQD I G +L+ LQQEPDGT I KRL I YATSSL SGVPK 
Sbjct: 1 D I QMTQSPSSLSASLGERVSLTCRASQD I GSSLNULQQEPDGT I KRL I YATSSLDSGVPK 60 

Query: 61 RFSGSRSGSDYSLT I SSLESGD FVAYYCLQYASSP 95 

RFSGSRSGSDYSLTI SSLES DFV YYCLQYASSP 
Sbjct: 61 RFSGSRSGSDYSLT I SSLESEDFVD YYCLQYASSP 95 



>gp|X02178|MMIGGVJ2 1 immunoglobulin G kappa Light chain [Mus musculus] 
Length =127 

Score = 426 (194.1 bits). Expect = 4.0e-54, P = 4.0e-54 
Identities = 87/107 (81%), Positives = 92/107 (85%) 

Query: 1 D I QMTQSPSSLSASLGQRVSLTCRASQD I G I NLHTLQQEPDGT I KRL I YATSSLGSGVPK 60 

D I QMTQSPSSLSASLG+RVSLTCRASQD I L LQQ+PDGTIKRLIYA S+L SGVPK 
Sbjct: 15 DIQMTQSPSSLSASLGERVSLTCRASQEISGYLSWLQQKPDGTIKRLIYAASTLDSGVPK 74 

Query: 61 RFSGSRSGSDYSLTI SSLESGD FVAYYCLQYASSPYTFGGGTKLE IK 107 

RFSG RSGSDYSLTI SSLES DF YYCLQY S P TFG GTKLE+K 
Sbjct: 75 RFSGRRSGSDYSLTISSLESEDFADYYCLQYLSYPLTFGAGTKLELK 121 



>pir|B47271 [B47271 nitrophenyl phosphonate-specif ic antibody 48G7 light chain 
VJ - Escherichia coli (fragment) >gp [ S55 1 70 j S55 1 70_1 nitrophenyl 
phosphonate-specif ic antibody 48G7 light chain VJ TMus sp.] 
Length = 108 

Score - 425 (193.6 bits), Expect = 6.4e-54, P = 6.4e-54 
Identities = 87/107 (81%), Positives = 94/107 (87%) 

Query: 1 D IQMTQSPSSLSASLGQRVSLTCRASQD I G I NLHTLQQEPDGT I KRL I YATSSLGSGVPK 60 

++ +TQSPSSLSASLG+RVSLTCRASQ+I L LQQ+PDGTIKRLIYA S+L SGVPK 
Sbjct: 2 ELVLTQSPSSLSASLGERVSLTCRASQEINGYLGWLQQKPDGTIKRLIYAASTLHSGVPK 61 

Query: 61 RFSGSRSGSDYSLT I SSLESGD FVAYYCLQYASSPYTFGGGTKLE IK 107 

RFSGSRSGSDYSLT I SSLES DF YYCLQYAS P TFGGGTKLEIK 
Sbjct: 62 RFSGSRSGSDYSLT I SSLESEDFADYYCLQYASYPRTFGGGTKLE IK 108 



>gp|M12191 |MUSIGKCMA_1 Mouse Ig active kappa-chain VJ2C mRNA from plasmacytoma 
MOPC 173B, partial cds. CMus musculus] 
Length - 127 

Score = 419 (190.9 bits), Expect = 3.6e-53, P = 3.6e-53 
Identities - 87/107 (81%), Positives = 91/107 (85%) 

Query: 1 D I QMTQSPSSLSASLGQRVSLTCRASQD I GI NLHTLQQEPDGT I KRL I YATSSLGSGVPK 60 

D I QMTQSPSSLSASLG+RVSLTCRASQD I L+ QQ+P TIK LIY TS+L SGVPK 
Sbjct: 17 D I QMTQSPSSLSASLGERVSLTCRASQD I HGYLNL FQQKPGET I KHL I YETSNLDSGVPK 76 



Query: 61 RFSGSRSGSDYSLT I SSLESGD FVAYYCLQYASSPYT FGGGTKLE I K 107 
RFSGSRSGSDYSL I SLES DF YYCLQYASSP TFGGGTKLEIK 



11D10 Light Chain PEPTIDE- Q 



Sbjct: 77 RFSGSRSGSDYSLI IGSLESEDFADYYCLQYASSPPTFGGGTKLEIK 123 

>pir|PH1062|PHl062 Ig light chain V region (clone 202.105) -mouse (fragment) 
Length = 98 

Score = 415 (189.1 bits), Expect = 1.7e-52, P = 1.7e-52 
Identities = 84/98 (85%), Positives - 89/98 (90%) 

Query: 1 D IQMTQSPSSLSASLGQRVSLTCRASQD I G I NLHTLQQEPDGT I KRL I YATSSLGSGVPtC 60 

D IQMTQSPSSLSASLG+RVSLTCRASQ+ I L LQQ+PDGT I KRL I Y+TS+L SGVPK 
Sbjct: 1 DIQMTQSPSSLSASLGERVSLTCRASQEISGYLSULQQKPDGTIKRLIYSTSTLNSGVPK 60 

Query: 61 RFSGSRSGSDYSLT I SSLESGDFVAYYCLQYASSPYT F 98 

RFSGSRSGSDYSLTISSLES DF YYCLQYASSPYTF 
Sbjct: 61 RFSGSRSGSDYSLT ISSLESEDFADYYCLQYASSPYTF 98 

>gp|S69053|S69053_1 anti-p-nitrophenyl phosphonate esterolytic antibody kappa 
chain variable region [Mus sp.] 
Length = 98 

Score = 415 (189.1 bits). Expect = 1.7e-52 f P - 1.7e-52 
Identities = 84/98 (85%) , Positives = 88/98 (89%) 

Query: 8 PSSLSASLGQRVSLTCRASQD I G I N L HTLQQEPDGT I KRL I YATSSLGSGVPKR FSGSRS 67 

PSSLSASLG+RVSLTCRASQ+I L LQQ+PDGT I KRL I YA S+L SGVPKRFSGSRS 
Sbjct: 1 PSSLSASLGERVSLTCRASQE I SGYLSWLQQKPDGT I KRL I YAASTLDSGVPKR FSGSRS 60 

Query: 68 GSDYSLT I SSLESGDFVAYYCLQYASSPYT FGGGTKLE 105 

GSDYSLTISSLES DF YYCLQYASSPYT FGGGTKLE 
Sbjct: 61 GSDYSLT I SSLESEDFADYYCLQYASSPYTFGGGTKLE 98 

>pi r | PL0261 1 PL0261 Ig kappa chain V region (anti-DNA, DP15VK) - mouse 
(fragment) 
Length = 88 

Score = 399 (181.8 bits), Expect = 2.9e-50, P = 2.9e-50 
Identities = 80/88 (90%), Positives = 83/88 (94%) 

Query: 19 VSLTCRASQD I G I NLHTLQQEPDGT I KRL I YATSSLGSGVPKR FSGSRSGSDYSLT I SSL 78 

VSLTCRASQDIG +L+ LQQEPDGT I KRL I YATSSL SGVPKRFSGSRSGSDYSLTISSL 
Sbjct: 1 VSLTCRASQD I GSSLNULQQEPDGT I KRL I YATSSLDSGVPKR FSGSRSGSDYSLT I SSL 60 

Query: 79 ESGDFVAYYCLQYASSPYTFGGGTKLEI 106 

ES DFV YYCLQYASSP+TFGGGTKLEI 
Sbjct: 61 ESED FVDYYCLQYASSPWT FGGGTKLE I 88 

>gp|U30236|MMU30236_1 Ig kappa chain [Mus musculus] 
Length = 98 

Score = 396 (180.4 bits), Expect = 6.7e-50, P = 6.7e-50 
Identities = 81/93 (87%), Positives = 86/93 (92%) 

Query: 4 MTQSPSSLSASLGQRVSLTCRASQD I G I NLHT LQQEPDGT I KRL I YATSSLGSGVPKRFS 63 

MTQ+PSSLSASLG+RVSLTCRASQDIG +L+ LQQEPDGT I KRL I YATSSL SGVPKRFS 
Sbjct: 4 MTQTPSSLSASLGERVSLTCRASQD I GSSLNWLQQEPDGT I KRL I YATSSLDSGVPKR FS 63 

Query: 64 GSRSGSDYSLTISSLESGDFVAYYCLQYASSPY 96 

GSRSGSDYSLT SSLES DFV Y CLQYASSP+ 
Sbjct: . 64 GSRSGSDYSLTSSSLESEDFVDYSCLQYASSPU 96 



>gp|U19320|MMU19320_1 immunoglobulin kappa light chain variable region [Mus 
musculus] 
Length = 97 



% % 
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Score = 396 (180.4 bits). Expect = 6.8e-50, P = 6.8e-50 
Identities = 81/97 (83%), Positives = 85/97 (87%) 

Query: 9 SSLSASLGQRVSLTCRASQDIGINLHTLQQEPDGTIKRLIYATSSLGSGVPKRFSGSRSG 68 

SSLSASLG+RVSLTCRASQ+I L LQQ+PDGTIKRLIYA S+L SGVPKRFSGSRSG 
Sbjct: 1 SSLSASLGERVSLTCRASQEISGYLSULQQKPDGTIKRLIYAASTLDSGVPKRFSGSRSG 60 

Query: 69 SDYSLTISSLESGDFVAYYCLQYASSPYTFGGGTKLE 105 

SDYSLTISSLES DF YYCLQYAS PYTFG GTKLE 
Sbjct: 61 SDYSLT I SSLESED FADYYCLQYASYPYTFGSGTKLE 97 

>pir|C28840|C28840 Ig kappa chain V region (HP22) - mouse (fragment) 
Length = 101 

Score = 387 (176.3 bits), Expect = 1.1e-48, P = 1.1e-48 
Identities - 79/101 (78%), Positives = 86/101 (85%) 

Query: 7 SPSSLSASLGQRVSLTCRASQD I G I NLHTLQQEPDGT I KRL I YATSSLGSGVPKRFSGSR 66 

S SSLSA LG+R LTCRASQDI + L+ LQ++ DGTIKRLIY+TS+L SGVPKRFSGSR 
Sbjct: 1 SLSSLSAXLGERXXLTCRASQD I SVYLNULQRKLDGTIKRLIYSTSTLO SGVPKRFSGSR 60 

Query: 67 SGSD YSLT I SSLESGD FVAYYCLQYASSPYTFGGGTKLE I K 107 

SG OYSLTISSLES DF Y CLQYASSPYTFGGGTK EIK 
Sbjct: 61 SGLDYSLT I SSLESED FADYXCLQYASSPYT FGGGTKXE I K 101 

>pir[B28840|B28840 Ig kappa chain V region (HP27) - mouse (fragment) 
Length = 101 

Score = 387 (176.3 bits). Expect = 1.1e-48, P = 1.1e-48 
Identities = 79/100 (79%), Positives = 87/100 (87%) 

Query: 7 SPSSLSASLGQRVSLTCRASQD I GI NLHTLQQEPDGT I KRL I YATSSLGSGVPKRFSGSR 66 

S SSLSA+LG+R SLTCRASQDI + L+ LQ++ DGTIKRLIY+TS+L SGVPKRFSGSR 
Sbjct: 1 SLSSLSATLGERDSLTCRASQDISVYLNWLQRKLDGTIKRLIYSTSTLDSGVPKRFSGSR 60 

Query: 67 SGSDYSLTISSLESGDFVAYYCLQYASSPYTFGGGTKLEI 106 

SG DYSLTISSLES DF YYCLQYASSPYT FGGGTK I 
Sbjct: 61 SGLDYSLT I SSLESEDFADYYCLQYASSPYTFGGGTKXX I 100 



>gp|X03382|MMIGKGAl_1 Mouse mRNA for GAT (HP27) anti-idiotypic Ab2 Ig (k) light 
chain against public idiotopes GAT antigen - Glu(60)Ala(30)Tyr(10) 
co-polymer. [Mus mus cuius] 
Length = 100 

Score - 387 (176.3 bits). Expect = 1.1e-48, P = 1.1e-48 
Identities = 79/100 (79%), Positives = 87/100 (87%) 

Query: 7 SPSSLSASLGQRVSLTCRASQD I GI NLHTLQQEPDGT I KRL I YATSSLGSGVPKRFSGSR 66 

S SSLSA+LG+R SLTCRASQDI + L+ LQ++ DGTIKRLIY+TS+L SGVPKRFSGSR 
Sbjct: 1 SLSSLSATLGERDSLTCRASQDISVYLNWLQRKLDGTIKRLIYSTSTLDSGVPKRFSGSR 60 

Query: 67 SGSDYSLT I SSLESGD FVAYYCLQYASSPYTFGGGTKLE I 106 

SG DYSLTISSLES DF YYCLQYASSPYTFGGGTK I 
Sbjct: 61 SGLDYSLT I SSLESED FADYYCLQYASSPYTFGGGTKXX I 100 



>gp|X03383|MMIGKGA2_1 Mouse mRNA for GAT (HP22) anti-idiotypic Ab2 Ig (k) light 
chain against public idiotopes GAT antigen = Glu(60)Ala(30)Tyr(10) 
co -polymer. [Mus musculus] 
Length = 99 

Score - 386 (175.9 bits), Expect = 1.6e-48, P = 1.6e-48 
Identities = 78/99 (78%), Positives = 85/99 (85%) 

Query: 9 SSLSASLGQRVS LTCRASQD I G I NLHTLQQEPDGT I KRL I YATSSLGSGVPKRFSGSRSG 68 
SSLSA LG+R /'LTCRASQDI + L+ LQ++ DGTIKRLIY+TS+L SGVPKRFSGSRSG 
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SbjCt: 1 SSLSAXLGERXXLTCRASQD I SVYLNWLQRKLDGT I KRL I YSTSTLDSGVPKRFSGSRSG 60 

Query: 69 SDYSLT I SSLESGD FVAYYCLQYASSPYT FGGGTKLE I K 107 

DYSLTISSLES OF Y CLQYASSPYTFGGGTK EIK 
Sbjct: 61 LDYSLT I SSLESED FADYXCLQYASSPYT FGGGTKXE I K 99 



>pir|D32513|D32513 Ig kappa chain precursor V region (BXU16) - mouse 

>gp|M20832|MUSIGKCLN_1 Mouse IgMk rearranged kappa light -chain mRNA 
variable region (V-J-kappa) anti-DNA autoantibody. [Mus musculus] 
Length = 129 

Score = 385 (175. A bits), Expect = 1.6e-48, P = 1.6e-48 
Identities = 80/107 (74%), Positives = 86/107 (80%) 

Query: 1 D I QMTQSPSSLSASLGQRVSLTCRASQD I G I N LH TLQQEPDGT I KRLI YATSSLGSGVPK 60 

DIQM QSPSS+ SLG RVSL+CRASQ I NL QQ+P GTIK LIY+TS+L SGVP 
Sbjct: 23 D I QMIQSPSSMFGSLGDRVSLSCRASQGI RGNLDWYQQKPGGT I KLL I YSTSNLNSGVPS 82 

Query: 61 RFSGSRSGSDYSLT I SSLESGD FVAYYCLQYASSPYT FGGGTKLE IK 107 

RFSGS SGSDYSLTISSLES DF YYCLQ + PYT FGGGTKLE IK 
Sbjct: 83 R FSGSGSGSDYSLT I SSLESED FAD YYCLQRNAYPYT FGGGTKLE I K 129 



>gpju20061 |MMU20061 1 immunoglobulin kappa chain [Mus musculus] 
Length = 108 

Score = 381 (173.6 bits), Expect = 7.0e-48, P = 7.0e-48 
Identities - 80/107 (74%), Positives = 86/107 (80%) 

Query: 1 D I QMTQSPSSLSASLGQRVSLTCRASQD I G I NL HTLQQEPDGT I KRL I YATSSLGSGVPK 60 

DIQM QSPSS+ ASLG RVSL+CRASQ I NL QQ+P GTIK LIY+TS+L SGVP 
Sbjct: 1 D IQM I QSPSSMFASLGDRVSLSCRASQG I RGNLDWYQQKPGGT I KL L I YSTSNLNSGVPS 60 

Query: 61 RFSGSRSGSDYSLT I SSLESGD FVAYYCLQYASSPYTFGGGTKLE IK 107 

RFSGS SGSDYSLTISSLES DF YYCLQ + P TFGGGTKLEIK 
Sbjct: 61 RFSGSGSGSDYSLTISSLESEDFADYYCLQRNAYPLTFGGGTKLEIK 107 



>gp|M33559|MUSIGKABE_1 Mouse Ig rearranged kappa-chain mRNA V-J2-region, 
hybridoma A6.1, partial cds. [Mus musculus] 
Length = 107 

Score = 381 (173.6 bits), Expect = 7.0e-48, P = 7.0e-48 
Identities = 80/107 (74%), Positives = 86/107 (80%) 

Query: 1 D I QMTQSPSSLSASLGQRVSLTCRASQD I GINLHTLQQEPDGT I KRL I YATSSLGSGVPK 60 

DIQM QSPSS+ ASLG RVSL+CRASQ I NL QQ+P GTIK LIY+TS+L SGVP 
Sbjct: 1 D I QMIQSPSSMFASLGDRVSLSCRASQGI RGNLDWYQQKPGGT I KLL I YSTSNLNSGVPS 60 

Query: 61 RFSGSRSGSDYSLT I SSLESGDFVAYYCLQYASSPYTFGGGTKLE IK 107 

RFSGS SGSDYSLTISSLES DF YYCLQ + P TFGGGTKLEIK 
Sbjct: 61 RFSGSGSGSDYSLTISSLESEDFADYYCLQRNAYPLTFGGGTKLEIK 107 



>pir|PL0220|PL0220 Ig kappa chain V region (G) - mouse (fragment) 

>pir|B49026|B49026 Ab2 kappa chain V region, mAb G=monoclonal 
auto-ant i-idiotype - mouse 
Length = 107 

Score = 371 (169.0 bits), Expect = 1.7e-46, P = 1.7e-46 
Identities = 75/107 (70%), Positives = 85/107 (79%) 

Query: 1 DI QMTQSPSSLSASLGQRVSLTCRASQD I GINLHTLQQEPDGT I KRL I YATSSLGSGVPK 60 

DIQMTQ+ SSLSASLG RV+++CRASQD I L+ QQ+PDGT+K LIY TS L SGVP 
Sbjct: 1 D I QMTQTTSSLSASLGDRVT I SCRASQD I SNYLNUYQQKPDGTVKLL I YYTSRLHSGVPS 60 



Query: 



61 RFSGSRSGSDYSLT I SSLESGDFVAYYCLQYASSPYTFGGGTKLE IK 107 
RFSGS SG+DYSLTIS+LE D YYC QY+ P TFGGGTKLEIK 



% % 
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Sbjct: 61 RFSGSGSGTDYSLT I SNLEPED I ATYYCQQYSKLPRTFGGGTKLE I K 107 

>pir|D28840|D28840 Ig kappa chain V region (HP29) - mouse (fragment) 

>gp|X03384|HMIGKGA3J House mRNA for GAT (HP29) anti- idiotypic Ab2 
Ig (tO light chain against public idiotopes GAT antigen = 
Glu(60)Ala(30)Tyr(10) co-polymer. [Hus musculus] 
Length = 92 

Score = 371 (169.0 bits), Expect = 1.9e-46, P = 1.9e-46 
Identities = 73/92 (79%), Positives = 82/92 (89%) 

Query: 16 GQRVSLTCRASQDIGINLHTLQQEPDGTIKRLIYATSSLGSGVPKRFSGSRSGSDYSLTI 75 

G+R SLTCRASQD I + L+ LQQ+ DGTIKRLIY+TS L SGVPKRFSGSRSG+DYSLT I 
Sbjct: 1 GERESLTCRASQDISVYLNULQQKLDGTIKRLIYSTSILDSGVPKRFSGSRSGTDYSLTI 60 

Query: 76 SSLESGDFVAYYCLQYASSPYTFGGGTKLEIK 107 

+SLES DF Y+CLQYASSP+TFGGGTICLE I K 
Sbjct: 61 NSLESEDFADYFCLQYASSPFTFGGGTKLE I K 92 



>gp| J00568|MUSIGKAE_1 mouse ig kappa unproductive I y rearranged gene: mope 173b 
v-j region. [Mus musculus] 
Length = 127 

Score = 369 (168.1 bits), Expect = 2.6e-46, P = 2.6e-46 
Identities = 78/101 (77%), Positives = 82/101 (81%) 

Query: 1 DIQMTQSPSSLSASLGQRVSLTCRASQDIGINLHTLQQEPDGTIKRLIYATSSLGSGVPK 60 

DIQMTQSPSSLSASLG+RVSLTCRASQDI L+ QQ+P TIK LIY TS+L SGVPK 
Sbjct: 23 DIQMTQSPSSLSASLGERVSLTCRASQDIHGYLNLFQQKPGETIKHLIYETSNLDSGVPK 82 

Query: 61 RFSGSRSGSDYSLT I SSLESGD FVAYYCLQYASSPYTFGGG 101 

RFSGSRSGSDYSL I SLES DF YYCLQYASSP GG 
Sbjct: 83 RFSGSRSGSDYSL I IGSLESEDFADYYCLQYASSPPRSEGG 123 



>gp|S76654|S76654_1 F30C7 light chain variable region [Mus sp.] 
Length = 107 

Score = 368 (167.7 bits), Expect - 4.3e-46 f P = 4.3e-46 
Identities = 74/107 (69%), Positives = 85/107 (79%) 

Query: 1 DIQHTQSPSSLSASLGQRVSLTCRASQDIGINLHTLQQEPDGTIKRLIYATSSLGSGVPK 60 

DIQHTQS SSLSASLG RV+++CRASQD I L+ QQ+PDGT+K LIY TS L SGVP 
Sbjct: 1 D I QMTQSSSSLSASLGDRVT I SCRASQD I SN YLNUYQQKPDGTVKLL I YYTSRL HSGVPS 60 

Query: '61 RFSGSRSGSDYSLT I SSLESGDFVAYYCLQYASSPYTFGGGTKLE IK 107 

RFSGS SG+DYSLTIS+LE D YYC QY++ P TFG GTKLE+K 
Sbjct: 61 RFSGSGSGTDYSLT I SNLEPED I ATYYCQQYSNLPLTFGAGTKLELK 107 



>gp|M36261 |HUSIGLAFP 1 immunoglobulin kappa-chain VK-1 [Mus musculus] 
Length = 107 

Score = 367 (167.2 bits). Expect - 5.8e-46, P = 5.8e-46 
Identities = 74/107 (69%), Positives = 85/107 (79%) 

Query: 1 0 1 QMTQSPSS LSASLGQRVSLTCRASQD I G I NLH TLQQEPDGT I KR L I YATSSLGSGVPK 60 

DIQMTQ+ SSLSASLG RV+++C ASQ I L+ QQ+PDGT+K LIY TSSL SGVP 
Sbjct: 1 DIQMTQTTSSLSASLGDRVTISCSASQGISNYLNWYQQKPDGTVKLLIYYTSSLHSGVPS 60 

Query: 61 RFSGSRSGSDYSLT I SSLESGDFVAYYCLQYASSPYTFGGGTKLE IK 107 

RFSGS SG+DYSLTIS+LE D YYC QY+ P+TFGGGTKLEIK 
Sbjct: 61 RFSGSGSGTDYSLT I SNLEPED I ATYYCQQYSKLPWTFGGGTKLE IK 107 



>gp|X55042|MMIGKL221_1 immunoglobulin kappa light chain [Mus musculus] 

>gp|M63609|MUSIG)CAVB_1 immunoglobulin kappa chain [Mus musculus] 
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Length = 107 

Score = 300 (136.7 bits), Expect - 6.6e-46, Sun P{2) = 6.6e-46 
Identities = 61/90 (67%), Positives = 71/90 (78%) 

Query: 1 0 1 QMTQSPSSLSASLGQRVSLTCRASQD I G I NLHTLQQEPDGT I KRL I YATSSLGSGVPK 60 

DIQMTQ+ SSLSASLG RV+++CRASQD I L+ QQ+PDGT+K LIY TS L SGVP 
Sbjct: 1 DIQMTQTTSSLSASLGDRVTISCRASQDISNYLNUYQQKPDGTVKLLIYYTSRLHSGVPS 60 

Query: 61 RFSGSRSGSDYSLT I SSLESGD FVAYYCLQ 90 

RFSGS SG+DYSLTIS+LE D Y+C Q 
Sbjct: 61 RFSGSGSGTDYSLT I SNLEQED I ATYFCQQ 90 

Score = 7l'(32.3 bits). Expect = 6.6e-46, Sum P<2) = 6.6e-46 
Identities = 14/24 (58X), Positives = 18/24 (75%) 

Query: 84 VAYYCLQYASSPYT FGGGTKLE I K 107 

+A Y Q ++ +T FGGGTKLE IK 
Sbjct: 83 IATYFCQQGNTLWTFGGGTKLEIK 106 

>sp|P01641|KV5H_M0USE IG KAPPA CHAIN PRECURSOR V-V REGION (MOPC 173B). 

>pir|A01924|KVMS3B Ig kappa chain precursor V region (VKM173B) - 
mouse >gp|K00880|MUSIGKVE_1 mouse ig kappa germline v gene: 
mope 173b. [Mus musculus] 
Length =117 

Score = 365 (166.3 bits). Expect = 1.0e-45, P = 1.0e-45 
Identities = 76/95 (80%), Positives = 80/95 (84%) 

Query: 1 D I QMTQSPSSLSASLGQRVSLTCRASQD I G I NLHTLQQEPDGT I KRL I YATSSLGSGVPK 60 

D I QMTQSPSSLSASLG+RVSLTCRASQD I L+ QQ+P TIK LIY TS+L SGVPK 
Sbjct: 23 DIQMTQSPSSLSASLGERVSLTCRASQDIHGYLNLFQQKPGETIKHLIYETSNLDSGVPK 82 

Query: 61 RFSGSRSGSDYSLT I SSLESGDFVAYYCLQYASSP 95 

RFSGSRSGSDYSL I SLES DF YYCLQYASSP 
Sbjct: 83 RFSGSRSGSDYSL 1 1 GSLESEDFADYYCLQYASSP 117 

>pir| JL0080] JL0080 Ig light chain precursor V region (anti-phenyloxazolone, 
18C10) - mouse (fragment) >gp|M27793|MUSIGKCPWJ Mouse Ig active 
kappa-chain mRNA V-J5 region, clone 18C10. [Mus musculus] 
Length =115 

Score = 365 (166.3 bits), Expect = 1.0e-45, P = 1.0e-45 
Identities = 74/107 (69%), Positives = 85/107 (79%) 

Query: 1 D I QMTQSPSSLSASLGQRVSLTCRASQD I G I NL HT LQQEPDGT I KRL I YATSSLGSGVPK 60 

DIQMTQ+ SSLSASLG R V+++CRASQD I L+ QQ+PDGT+K LIY TS L SGVP 
Sbjct: 7 DIQMTQTTSSLSASLGDRVTISCRASQDISNYLNWYQQKPDGTVKLLIYYTSRLHSGVPS 66 

Query: 61 RFSGSRSGSDYSLT I SSLESGDFVAYYCLQYASSPYTFGGGTKLE IK 107 

RFSGS SG+DYSLTIS+LE D Y+C Q + PYT FGGGTKLE IK 
Sbjct: 67 R FSGSGSGTDYSLT ISNLEQEDI ATYFCQQGNTLPYTFGGGTKLE I K 113 

>pir|A38740|A38740 Ig kappa chain V region (Py20) - mouse 
Length =111 

Score = 365 (166.3 bits). Expect = 1.1e-45, P = 1.1e-45 
Identities - 73/107 (68X), Positives - 85/107 (79%) 

Query: 1 D I QMTQSPSSLSASLGQRVSLTCRASQD I G I NLHTLQQEPDGT I KRL I YATSSLGSGVPK 60 

D+QMTQ+ SSLSASLG RV+++C ASQ I L+ QQ+PDGT+K LIY TSSL SGVP 
Sbjct: 4 DVQMTQTTSSLSASLGDRVTISCSASQGISNYLNWYQQKPDGTVKLLIYYTSSLHSGVPS 63 

Query: 61 RFSGSRSGSDYSLT I SSLESGDFVAYYCLQYASSPYTFGGGTKLE IK 107 

RFSGS SG+DYSLTIS+LE 0 YYC QY+ P+TFGGGTKLEIK 
Sbjct: 64 RFSGSGSGTDYSLT 1SNLEPEDVATYYCQQYSKVPUT FGGGTKLE IK 110 



11D10 Light Chain PEPTIDE - 14 



>sp|P01643|KV5J_M0USE IG KAPPA CHAIN V-V REGION (MOPC 173). >pi r|A01926|KVHS73 
Ig kappa chain V region (MOPC 173) - mouse 
Length = 108 

Score = 365 (166.3 bits), Expect = 1.1e-45, P = 1.1e-45 
Identities = 73/107 (68%), Positives = 83/107 (77%) 

Query: 1 D I QMTQSPSSLSASLGQRVS LTCRASQD I GI NLHT LQQEPDGT I KRL 1 YATSSLGSGVPK 60 

DIQMTQ+ SSLSASLG RV+++C ASQ IG L QQ+PDGT+K L1Y TSSL SGVP 
Sbjct: 1 D I QMTQTTSSLSASLGDRVT I SCSASQSI GNYLBUYQQKPDGTVKLL I YYTSSL HSGVPS 60 

Query: 61 RFSGSRSGSDYSLTISSLESGDFVAYYCLQYASSPYTFGGGTKLEIK 107 

RFSGS SG+DYSLTIS L+ + YYC QY+ P TFGGGTKLEIK 
Sbjct: 61 RFSGSGSGTDYSLTISBLZPZBIATYYCQQYSKLPRTFGGGTKLEIK 107 



>gp|X55044|HMIGKL229J immnuoglobulin kappa light chain [Hus musculus] 

>gp|X55045|MHIGKL233 1 immunoglobulin kappa light chain [Mus 
musculus] >gp|X55046|MHIGKL38_1 immunoglobulin kappa light chain 
[Hus musculus] >gp M63611 MUSIGKAVD_1 immunoglobulin kappa chain 
[Hus musculus] >gp M63612 MUS1GKAVE1 immunoglobulin kappa chain 
[Mus musculus] >gp M63613 MUSIGKAVF_1 immunoglobulin kappa chain 
[Hus musculus] 
Length = 108 



Score = 365 (166.3 bits), Expect = 1.1e-45, P - 1.1e-45 
Identities - 74/107 (69%), Positives = 85/107 (79%) 



Query: 1 D I QMTQSPSSLSASLGQRVS LTCRASQD I GI NLHTLQQEPDGT I KRL I YATSSLGSGVPK 60 

0IQMTQ+ SSLSASLG RV+++CRASQD I L+ QQ+PDGT+K LIY TS L SGVP 
Sbjct: 1 D I QMTQTTSSLSASLGDRVT I SCRASQD I SNYLNWYQQKPDGTVKLL I YYTSRLHSGVPS 60 

Query: 61 RFSGSRSGSD YSLT I SSLESGD FVAYYCLQYASSPYT FGGGTKLE I K 107 

RFSGS SG+DYSLTIS+LE D Y+C Q + PYT FGGGTKLE IK 
Sbjct: 61 RFSGSGSGTDYSLT I SNLEQED I ATYFCQQGNTLPYTFGGGTKLEI K 107 



>gp|U21066|MMU21066_1 immunoglobulin kappa chain variable and joining regions 
[Hus musculus] 
Length = 90 

Score = 365 (166.3 bits), Expect - 1.3e-45, P = 1 .3e-45 
Identities - 73/88 (82%), Positives = 77/88 (87%) 

Query: 16 GQRVSLTCRASQD I GI NLHTLQQEPDGT I KRL I YATSSLGSGVPKRFSGSRSGSDYSLT I 75 

G++ CRASQDIG +L+ LQQEPDGT I KRL I YATSSL SGVPKRFSGSRSGSDYSLTI 
Sbjct: 3 GRKSQSHCRASQD I GSSLNULQQEPDGT I KRL I YATSSLDSGVPKRFSGSRSGSDYS LT I 62- 

Query: 76 SSLESGD FVAYYCLQYASSPYT FGGGTK 103 

SSLES DFV YYCLQYA SPYTFG GTK 
Sbjct: 63 SSLESEDFVDYYCLQYAFSPYTFGSGTK 90 



>gp|U16180|MMUl6180_1 Ig light chain [Hus musculus] 
Length = 107 

Score = 364 (165.8 bits), Expect = 1.5e-45, P = 1 .5e-45 
Identities = 77/107 (71%), Positives = 84/107 (78%) 

Query: 1 D I QHTQSPSSLSASLGQRVSLTCRASQD I G I N LHTLQQEPDGT I KRL I YATSSLGSGVPK 60 

DIQM QSPSS+ A LG RVS +CRASQ NL QQ+P GTIK LIY+TS+L SGVP 
Sbjct: 1 DIQMIQSPSSMFAFLGDRVSPSCRASQGKRGNLDUYQQKPGGTIKLLIYSTSNLKSGVPS 60 

Query: 61 RFSGSRSGSDYSLTISSLESGDFVAYYCLQYASSPYTFGGGTKLEIK 107 

RFSGS SGSDYSLTIS+LES DF YYCLQ + PYTFGGGTKLEIK 
Sbjct: 61 RFSGSGSGSOYSLTISTLESEDFADYYCLQRNAFPYTFGGGTKLEIK 107 



1 1 D1 0 Light Chain PEPTIDE - 15 



>gp|Z37332|HSIGVKC45_1 immunoglobulin kappa light chain variable region [Homo 
sapiens] 
Length =117 

Score = 300 (136.7 bits). Expect = 1.6e-45, Sum P(2) = 1.6e-45 
Identities = 64/101 (63%), Positives = 74/101 (73%) 

Query: 1 D I QMTQSPSSLSASLGQRVSLTCRASQD I G I NL HT LQQEPDGT I KRL I YATSSLGSGVPK 60 

DIQMTQSPSSLSAS+G RV++TCRASQ I L+ QQ+P K LIYA SSL SGVP 
Sbjct: 1 D IQMTQSPSSLSASVGDRVT I TCRASQS I SSYLNUYQQKPGKAPKLL I YAASSLQSGVPS 60 

Query: 61 RFSGSRSGSDYSLT I SSLESGDFVAYYCLQYASSPYTFGGG 101 

RFSGS SG+D++LTISSL+ OF YYC Q S+P GG 
Sbjct: 61 RFSGSGSGTDFTLTISSLQPEDFATYYCQQSYSTPPLTFGG 101 

Score - 68 (31.0 bits), Expect = 1.6e-45, Sun P(2) = 1.6e-45 
Identities = 12/17 (70X), Positives = 15/17 (88%) 

Query: 91 YASSPYT FGGGTKLE I K 107 

Y++ P TFGGGTK+EIK 
Sbjct: 92 YSTPPLT FGGGTKVE I K 108 

>gp|H36236|MUSIGLAEQ 1 immunoglobulin kappa-chain VK-1 [Mus musculus] 
Length =~105 

Score - 363 (165.4 bits), Expect = 2.1e-45, P - 2.1e-45 
Identities = 73/105 (69%), Positives = 83/105 (79%) 

Query: 1 DIQMTQSPSSLSASLGQRVSLTCRASQD I GINLHTLQQEPOGT I KRL I YATSSLGSGVPK 60 

DIQMTQ+ SSLSASLG RV+++C ASQ I L+ QQ+PDGT+K LIY TSSL SGVP 
Sbjct: 1 DIQMTQTTSSLSASLGDRVTISCSASQGISNYLNUYQQKPDGTVKLLIYYTSSLHSGVPS 60 

Query: 61 RFSGSRSGSDYSLT I SSLESGDFVAYYCLQYASSPYTFGGGTKLE 105 

RFSGS SG+DYSLTIS+LE D YYC QY+ PYTFGGGTKLE 
SbjCt: 61 RFSGSGSGTDYSLTISNLEPEDIATYYCQQYSKLPYTFGGGTKLE 105 



>gp|X55047|MMIGKL4A1_1 immunoglobulin kappa light chain [Mus musculus] 

>gp|M63614|MUSIGKAVG_1 immunoglobulin kappa chain [Mus musculus] 
>gp|M63616|MUSIGKAVI 1 immunoglobulin kappa chain [Mus musculus] 
Length = 107 

Score = 300 (136.7 bits), Expect - 2.3e-45, Sum P(2) = 2.3e-45 
Identities = 61/90 (67%), Positives = 71/90 (78%) 

Query: 1 D I QMTQSPSSLSASLGQRVSLTCRASQD I GINLKTLQQEPDGT I KRL I YATSSLGSGVPK 60 

DIQMTQ+ SSLSASLG RV+++CRASQD I L+ QQ+PDGT+K LIY TS L SGVP 
Sbjct: 1 D I QMTQTTSSLSASLGDRVT I SCRASQD I SN YLNUYQQKPDGTVKLL I YYTSR L HSGVPS 60 

Query: 61 RFSGSRSGSDYSLT I SSLESGDFVAYYCLQ 90 

RFSGS SG+DYSLTIS+LE D Y+C Q 
Sbjct: 61 RFSGSGSGTDYSLT I SNLEQED I ATYFCQQ 90 

Score - 67 (30.5 bits). Expect = 2.3e-45, Sum P(2) = 2.3e-45 
Identities = 14/24 (58%), Positives = 17/24 (70%) 

Query: 84 VAYYCLQYASSPYT FGGGTKLE IK 107 

+A Y Q ++ T FGGGTKLE IK 
Sbjct: 83 IATYFCQQGNTLRTFGGGTKLEIK 106 



>pir|S38862|S38862 Ig kappa chain V region - mouse >gp | X758S4 1 MM I GKC 1 _1 
immunoglobulin variable kappa light chain [Mus musculus] 
Length = 108 



Score = 299 (136.2 bits), Expect - 4.3e-45, Sum P(2) = 4.3e-45 
Identities = 62/101 (61%), Positives = 75/101 (74%) 



11D10 Light Chain PEPTIDE - lg 



Query: 1 D I QHTQSPSSLSASLGQRVSLTCRASQD I G I N LHT LQQEPDGT I KRL I YATSSLGSGVPK 60 

D+QMTQ+ SSL+ASLG RV+++CRASQD I L+ QQ+PDGT+K LIY TS L SGVP 
Sbjct: 1 D VQMTQTTSSLAASLGDRVT I SCRASQD I SNYLNWYQQKPDGTVKLL I YYTSRL HSGVPS 60 

Query: 61 RFSGSRSGSDYSLTISSLESGDFVAYYCLQYASSPYTFGGG 101 

RFSGS SG+DYSLTIS+LE D Y+C Q + P GG 
Sbjct: 61 RFSGSGSGTDYSLTISNLEQEDIATYFCQQGNTLPPWTFGG 101 
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S. Chatter jee 

^^=================================================^============== 2006 

Return-Path: <bl astmai flBLASTER . NLM . N I H . GOV> 

Received: from UKCC (NJE origin SMTPaUKCC) by UKCC.UKY.EDU (LMail V1.2a/1.8a) with BSMTP id 2242; Fri, 
19 Jan 1996 17:16:15 -0500 

Received: from ncbi.nlm.nih.gov by UKCC.uky.edu (IBM VM SMTP V2R3) with TCP; 

Fri, 19 Jan 96 17:16:12 EST 
Received: from bLaster.nlm.nih.gov by ncbi.nlm.nih.gov 

id RAA27387; Fri, 19 Jan 1996 17:15:58 -0500 
Received: by blaster.nlm.nih.gov (950511 .SGI. 8.6.12. PATCH526/5. 6) 

id RAA04498; Fri, 19 Jan 1996 17:15:57 -0500 
Date: Fri, 19 Jan 1996 17:15:57 -0500 
Message- Id: <199601 192215. RAA04498ablaster.nlm.nih.gov> 
To: SKCHAT00SIUKCC.uky.edu 
Subject: Results-BLAST Server 

From: NCBI BLAST E-Mail Server <blastflncbi.nlm.nih.gov> 

Errors-To: <owner-blastflncbi .nlm.nih.gov> 

Reply-To: "NCBI BLAST E-Mail Server" <blastflncbi.nlm.nih.gov> 



To Obtain Documentation: send an e-mail message to 'blastflncbi.nlm.nih.gov 1 
with the word HELP in the body of the message. The documentation was last 
modified March 18th. 



March 18, 1995 

The BLAST FAQ was updated with the question Q33 related to degenerated 
nucleotide code available for the BLAST programs. 



August 8, 1995 

A new server directive ACKNOWLEDGE, has been added to the server. See the 
help file for more details. 



Trying blaster... connected 

National Center for Biotechnology Information (NCBI) 
Experimental GENINFO(R) BLAST Network Service (Blaster) 

Fri Jan 19 17:14:36 EST 1996, Up 30 days, 5:05, 1 user, load: 22.91, 24.88, 20.67 
PEPTIDE SEQUENCE DATABASES 

nr Non-redundant PDB+SwissProt+PIR+SPUpdate+GenPept+GPUpdate, updated daily 
for efficient, complete searches of the five component databases: 
pdb Brookhaven Protein Data Bank, April 1995 Release 

swissprot SWISS-PROT Release 32.0, December 1995 
pir PIR Release 45.0 (complete), June 30, 1995 

spupdate SWISS-PROT cumulative weekly update to the major release 
genpept CDS translations from GenBank(R) Release 92, December 15, 1995 
gpupdate cumulative daily updates to the major release of genpept 

kabatpro Kabat Sequences of Proteins of Immunological Interest, June 1995 

tfd TFD transcription factor (protein) database Release 7.0, June 1993 

alu * Translations of select Alu repeats from REPBASE 

NUCLEOTIDE SEQUENCE DATABASES 

nr Non- redundant PDB+GBUpdate+GenBank+EmblUpdate+EMBL, updated daily 
for efficient, complete searches of the four component databases: 
pdb Brookhaven Protein Data Bank, April 1995 Release 

genbank GenBank(R) Release 92 (no daily updates), December 15, 1995 
gbupdate GenBank(R) cumulative daily updates to the major release 
embl EMBL Data Library, Release 45.0, December 1995 

emblu EMBL Data Library cumulative daily updates to the major release 

vector Vector subset of GenBank(R), February 3rd, 1995 

alu *+ Select Alu repeats from REPBASE 

kabatnuc Kabat Sequences of Nucleic Acid of Immunological Interest, June 1995 
epd Eukaryotic Promoter Database Release 43, June 1995 
dbest + Database of Expressed Sequence Tags (cumulative daily update) 
dbsts + Database of Sequence Tagged Sites Release 1.5, October 26, 1994 



0 8 7 66 3 5 0 



# 

11D10 Light Chain NUCLEOTIDE- £ 



* Databases that are not accessible through the NCB1 Retrieve E-mail server. 
+ The TBLASTX program is restricted to searching these databases. 

s;s=s&===:3a3sssa=szEBs=;::sssczssEEsss:s::ss:::::s::::ss:sss:;;=======:=::=== 

You can obtain the BLAST documentation files, send a message consisting of 
just the word "help" (without the quotes) to: blastancbi.nlm.nih.gov 
Last modification dates: August 10th 95 for the E-mail server help, January 
19th 94 for the BLAST manual and March 18th 95 for the BLAST FAQ. 



For a free subscription to "NCBI News", the NCBI newsletter, send a request 
along with your name and postal mailing address to: infoolncbi.nlm.nih.gov 



A new GenBank sequence submission tool, called Banklt, is now available 
through the NCBI's home page on the World Wide Web. The URL is 
h t tp: //www . ncbi . n Im. ni h . gov/ 



BLASTN 1.4.8MP C20- June- 1995] [Build 08:41:09 Oct 19 1995] 

Reference: Altschul, Stephen F., Warren Gish, Webb Miller, Eugene W. Myers, 
and David J. Lipman (1990). Basic local alignment search tool. J. Mol. Biol. 
215:403-10. 

Notice: this program and its default parameter settings are optimized to find 
nearly identical sequences rapidly. To identify weak similarities encoded in 
nucleic acid, use BLASTX, TBLASTN or TBLASTX. 

Query= 11D10VL.nuc 
(321 letters) 

Database: Hon- redundant PDB+GBupdate+GenBank+EMBLupdate+EMBL 

662,343 sequences; 449,479,361 total letters. 
Searching done 



Observed Numbers of Database Sequences Satisfying 
Various EXPECTation Thresholds (E parameter values) 



Histogram units: 



= 4 Sequences 



less than 4 sequences 



EXPECTation Threshold 
(E parameter) 

I 



V 


Observed 


10000 


4088 


197 


6310 


3891 


178 


3980 


3713 


78 


2510 


3635 


99 


1580 


3536 


51 


1000 


3485 


41 


631 


3444 


22 


398 


3422 


21 


251 


3401 


16 


158 


3385 


63 


100 


3322 


19 


63.1 


3303 


14 


39.8 


3289 


22 


25.1 


3267 


16 


15.8 


3251 


5 


»»»»»»»: 


10.0 3246 


6 


6.31 


3240 


13 


3.98 3227 


11 


2.51 


3216 


4 


1.58 3212 


12 


1.00 3200 


20 


0.63 3180 


6 


0.40 3174 


5 


0.25 3169 


9 


0.16 3160 


5 



Expect = 10.0, Observed = 3246 ««««««««< 
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0.10 
0.063 
0.040 
0.025 
0.016 
0.010 
0.0063 
0.0040 
0.0025 
0.0016 



3155 10 
3145 4 
3141 
3136 
3128 
3121 
3115 
3108 
3105 
3103 



Sequences producing High- scoring Segment Pairs: 



9b 
9b 
9b 



L41880 
L48667 
J 00565 



MUSIKCC 
MUSX 

MUSIGKAC1 



etnb|V00808|MMIGK7 
gb 103643 103643 
gb M59920 
gb H36246 
emb|Z22118|MDIGKVBS 
gb|M64168|MUSIGKAFT 
emb|X02177|MMIGGVJ1 



103643 
MUSIGKAA3 
MUSIGLAFA 



gb 
gb 
gb 



U29617 
J 00566 
U25098 



MMU29617 
MUSIGKVC 
MHU25098 



emb|X02178|MMIGGVJ2 
emb X6381 1 MMVKMRB 1 1 



gb 
gb 
gb 
gb 



M12191 
S69053 
U30236 
S55170 



HUS I GKCMA 
S69053 
MMU30236 
S55170 



emb|X03382|MMIGKGA1 
gb|J00568|MUSIGKAE 
gb|Ul9320|MHUl9320 
emb|X03383|MMIGKGA2 
gb U21066 MMU21066 
gb L22571 MUSIGKAFZ 
gb M20832 MUSIGKCLN 
gb U20061 HMU20061 
gb M33559 MUS1GKABE 
gb K00880 MUS1GKVE 
gb U16180 MMU16180 
emb|X03384|MMIGKGA3 

gb 



gb 
gb 
gb 
gb 
gb 
gb 
gb 
gb 



U19327 
U19326 
M36236 
M84436 
M27793 
M63611 
H63609 
U20820 
H36261 
H63614 



MMU19327 
KHU19326 
MUSIGLAEQ 
MUSIGLBH 
MUSIGKCPU 
MUSIGKAVD 
MUSIGKAVB 
MMU20820 
HUSIGLAFP 
MUSIGKAVG 



emb|X70090|KMNL4HlO 

gb|M60020|HUSIGKAAAM 

gb S50261 S50261 

gb|H84440|MUSIGLCC 

emb|X65095|MMIGLC151 

gb|S76654|S76654 

gb|M36242|MUSIGLAEW 

emb|X85995|HSDELIGVJ 

gb|M84434|MUSIGLAC 

gb S74560 S74560 

gb K00745 MUSIGKAAO 



Mus musculus immunoglobulin kappa c. 
Hus musculus (cell line C3H/F2-15) . 
Mouse ig kappa active gene: vk41 v-. 
Part of the murine gene for kappa-i. 
Sequence 4 from patent US 4642334. . 
Mouse IG germ line chain mRNA V-J re. 
Mouse Ig kappa-chain mRNA V region,. 
M.domesticus IgK variable region. 
Mouse Ig active kappa-chain mRNA V-. 
M. musculus mRNA for IgG kappa light. 
Mus musculus anti-DNA antibody Ig k. 
Mouse ig kappa germline v gene: vk4. 
Mus musculus anti -Pseudomonas aerug. 
M. musculus mRNA for IgG kappa light. 
M. musculus mRNA for IgM V(k)MRB11 
Mouse Ig active kappa-chain VJ2C mR. 
Ig V kappa =anti-p-nitrophenyt phos. 
Mus musculus anti-DNA antibody Ig k. 
nitrophenyl phosphonate-specif ic an. 
Mouse mRNA for GAT (HP27) anti-idio. 
mouse ig kappa unproductive I y rearr. 
Mus musculus immunoglobulin kappa I. 
Mouse mRNA for GAT (HP22) anti-idio. 
Mus musculus immunoglobulin kappa c. 
Mouse IgK chain mRNA V- region. 
Mouse IgMk rearranged kappa light-c. 
Mus musculus anti-DNA antibody immu. 
Mouse Ig rearranged kappa-chain mRN. 
mouse ig kappa germline v gene: mop. 
Mus musculus anti -csrdiolipin antib. 
Mouse mRNA for GAT (HP29) anti-idio. 
Mus musculus immunoglobulin kappa I. 
Mus musculus immunoglobulin kappa I. 
Mouse Ig kappa-chain mRNA V region,. 
Mouse rearranged light chain variab. 
Mouse Ig active kappa- chain mRNA V-. 
Mouse Ig rearranged kappa- chain (V-. 
Mouse Ig rearranged kappa-chain (V-. 
Mus musculus Ig Fab F9.13.7 light c. 
Mouse Ig kappa-chain mRNA V region,. 
Mouse Ig rearranged kappa-chain (V-. 
M. musculus NL4H10 mRNA for imoinogl. 
Mouse Ig kappa chain mRNA V-J regio. 
Ig VL=anti-CD4 mAb M-T151 variable . 
Mouse rearranged light chain variab. 
M. musculus mRNA for IG light chain . 
Ig VL=F30C7 light chain variable re. 
Mouse Ig kappa-chain mRNA V region,. 
H. sapiens mRNA for immunoglobulin k. 
Mouse rearranged light chain variab. 
Ig V kappa ^rheumatoid factor RF3-2. 
Mouse Ig kappa active V- region: ant. 





Smallest 






Sum 




High 


Probabi I i ty 


Score 


P<N) 


N 


1533 


2.4e-122 


1 


1517 


6.3e-121 


1 


1488 


7.7e-119 


1 


1479 


4.3e-118 


1 


1479 


9.1e-118 


1 


1464 


1.6e-116 


1 


1445 


6.6e-115 


1 


1434 


5.1e-114 


1 


1407 


9.4e-112 


1 


1362 


4.2e-108 


1 


1357 


1.5e-107 


1 


1351 


2.0e-107 


1 


1353 


2.7e-107 


1 


1335 


7.4e-106 


1 


1332 


1.8e-105 


1 


1326 


4.1e-105 


1 


1326 


5.3e-105 


1 


1297 


1.4e-102 


1 


1290 


4.8e-102 


1 


1289 


6.2e-102 


1 


1177 


7.2e-101 


2 


1276 


7.7e-101 


1 


1270 


2.4e-100 


1 


1121 


1.3e-98 


2 


557 


1.5e-97 


5 


1200 


1.2e-94 


1 


1191 


8.2e-94 


1 


1191 


8.3e-94 


1 


1180 


1.3e-91 


1 


1137 


2.6e-89 


1 


1137 


3.0e-89 


1 


1129 


1.5e-88 


1 


1086 


5.9e-85 


1 


1027 


3.7e-80 


1 


1011 


7.0e-79 


1 


1011 


7.3e-79 


1 


1011 


7.7e-79 


1 


832 


2.6e-78 


2 


993 


2.4e-77 


1 


993 


2.5e-77 


1 


832 


8.0e-77 


2 


986 


9.4e-77 


1 


984 


1.1e-76 


1 


984 


1.2e-76 


1 


984 


1.2e-76 


1 


984 


1 .4e-76 


1 


984 


1.4e-76 


1 


979 


3.6e-76 


1 


975 


6.4e-76 


1 


975 


6.9e-76 


1 


973 


1.1e-75 


1 


965 


5.2e-75 


1 
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gb 
gb 
gb 
gb 
gb 
gb 
gb 



L35316 
M84442 
H63608 
S77025 
S63022 
M60019 
M31911 



MUSIVJR 

MUSIGLCH 

MUSIGKAVA 

S77025 

S63022 

MUSIGKAAAL 

MUSIGKCRM 



emb|X68119|MHIGHPS4B 
emb|X0611l|MMIGKVJ2 
gbjH32043|KUSIGICCRT 
emb|X64163|HSF0G1L 
gb U 16689 MMU16689 
gb Ml 71 60 MUSIGKCKO 
gb U07211 MMU07211 
gb M63610 MUSIGKAVC 
gb M20278 MUSIGKCOA 
emb 1X68113 | MM IGHPS1B 
gb|M34590|MUSIGKABT 
emb|X05796|MMIGVK36 
gb|M37020|MUSIG)CADS 
gb|M37021 jMUSIGKADT 
emb|X53329|MMHS2HlVL 
gb M92336 MUSIGKVJE 
gb K92332 MUSIGKVJC 
gb M32040 HUSIGKCRO 
gb U27000 HHU27000 
gb U05217 HMU05217 
emb|X72463|HSIGKLV42 
gb|M85256|HUMIGKVJ 
gb|s77030|s77030 
emb X68115 MMIGHPS2B 
emb X68121 MMIGHPS5B 
emb X68123 MMIGHPS6B 
emb X68125 MMIGHPS7B 
gb|M31258|MUSIGKCRZ 
gb|u24115|HMU24115 
emb 1X75854 I MM I GKC1 
emb X57639 MMMAVLC 



S60859 
L39092 
H31915 
H29534 
U30238 



S60859 

HUSIGK527A 

HUSIGKCRO 

SYNIGHAD 

MMU30238 



gb 
gb 
gb 
gb 
gb 

dbj |D29934|MUSLCATS14 
gb M31906 MUSIGKCRJ 
gb M31910 MUSIGKCRL 
gb 111959 111959 
gb 111962 111962 



Hus mus cuius germline imnunoglobul i . 
Mouse rearranged light chain variab. 
Mouse Ig rearranged kappa-chain (V-. 
]g VL-H2A/H2B -specific antibody lig. 
anti-ganglioside GD3 imnunoglobul in. 
Mouse Ig kappa chain mRNA V-J regio. 
Mouse Ig light-chain V-J region mRN. 
M. mus cuius gene for IgK light chain. 
Mouse ChVH65-107) mRNA for immunogl. 
Mouse Ig kappa-chain mRNA V-J regio. 
H. sapiens mRNA for FogIL kappa ligh. 
Mus musculus Ig light chain leader . 
Mouse Ig kappa-chain mRNA V-region . 
Mus musculus clone 101 anti-C5a Ig . 
Mouse Ig rearranged kappa- chain (V-. 
Mouse Ig active kappa chain mRNA V-. 
M. musculus gene for IgK light chain. 
Mouse Ig kappa-chain mRNA V-J regio. 
Mouse hybridoma 36-65 Ig L-chain re. 
Mouse Ig rearranged kappa-chain mRN. 
Mouse Ig rearranged kappa-chain mRN. 
M. musculus/ H. sapiens chimeric anti. 
Mouse imnunoglobul in kappa light-ch. 
Mouse immunoglobulin kappa light-ch. 
Mouse Ig kappa-chain mRNA V-J regio. 
Mus musculus, isolate 3-7 Vk, Ig va. 
Mus musculus Balb/c anti -platelet i. 
H. sapiens mRNA for rearranged Ig ka. 
Human IgK anti -platelet integrin II. 
Ig V kappa =H4 -specific antibody li. 
M. musculus gene for IgK light chain. 
M. musculus gene for IgK light chain. 
M. musculus gene for IgK light chain. 
M. musculus gene for IgK light chain. 
Mouse active rheumatoid factor IgK . 
Mus musculus immunoglobulin F9.13.7. 
M. musculus IgGI mRNA for immunoglob. 
M. musculus mRNA for monoclonal anti. 
Ab2 kappa chain V region | mAb 24 {. 
Mus musculus (clone 5-27) anti-fluo. 
Mouse Ig light-chain V-J region mRN. 
Mouse heavy-chain and lambda-chain . 
Mus musculus anti-DNA antibody Ig k. 
House mRNA for light chain of anti-. 
Mouse Ig light-chain V-J region mRN. 
Mouse Ig light-chain V-J region mRN. 
Sequence 71 from patent US 5416202. 
Sequence 74 from patent US 5416202. 



957 


2.0e-74 


1 


957 


2.2e-74 


1 


957 


2.4e-74 


1 


952 


6.3e-74 


1 


948 


1.1e-73 


1 


948 


1.1e-73 


1 


948 


1.3e-73 


1 


948 


1.3e-73 


1 


948 


1.3e-73 


1 


941 


5.1e-73 


1 


939 


6.3e-73 


1 


939 


6.4e-73 


1 


939 


6.7e-73 


1 


939 


7.5e-73 


1 


939 


7.5e-73 


1 


939 


7.5e-73 


1 


939 


7.5e-73 


1 


939 


7.6e-73 


1 


939 


7.6e-73 


1 


939 


7.6e-73 


1 


939 


7.6e-73 


1 


938 


2.5e-72 


1 


932 


2.7e-72 


1 


932 


2.8e-72 


1 


932 


2.9e-72 


1 


930 


2.9e-72 


1 


930 


3.6e-72 


1 


930 


3.6e-72 


1 


930 


4.2e-72 


1 


930 


4.2e-72 


1 


930 


4.2e-72 


1 


930 


4.2e-72 


1 


930 


4.2e-72 


1 


930 


4.2e-72 


1 


930 


4.3e-72 


1 


927 


5.2e-72 


1 


787 


6.0e-72 


2 


927 


7.7e-72 


1 


927 


8.1e-72 


1 


925 


9.4e-72 


1 


923 


1.6e-71 


1 


921 


1.6e-71 


1 


922 


2.0e-71 


1 


921 


2.3e-71 


1 


921 


2.4e-71 


1 


921 


2.4e-71 


1 


921 


2.4e-71 


1 


921 


2.4e-71 


1 



WARNING: Descriptions of 3146 database sequences were not reported due to the 
limiting value of parameter V = 100. 



>gb|L41880|MUSIKCC Mus musculus immunoglobulin kappa chain mRNA, 5' end of cds. 
Length = 390 

Plus Strand HSPs: 

Score = 1533 (423.6 bits). Expect = 2.4e-122, P = 2.4e-122 

Identities = 313/321 (97%), Positives - 313/321 (97%), Strand = Plus / Plus 

Query: 1 GACATCCAGATGACCCAGTCTCCATCCTCCTTATCTGCCTCTCTGGGACAAAGAGTCAGT 60 

llllllllllllllllllllllllllllllllllllllllllllllll lllllllllll 

Sbjct: 67 GACATCCAGATGACCCAGTCTCCATCCTCCTTATCTGCCTCTCTGGGAGAAAGAGTCAGT 126 

Query: 61 CTCACTTGTCGGGCAAGTCAGGACATTGGTATTAACTTACATTGGCTTCAGCAGGAACCA 120 
llillimilllllllllllllllililll II INI I llllllllllllllllll 
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Sbjct: 


127 


Query: 


121 


Sbjct: 


187 


Query: 


181 


Sbjct: 


247 


Query: 


241 


Sbjct: 


307 


Query: 


301 


Sbjct: 


367 



127 CTCACTTGTCGGGCAAGTCAGGACATTGGTAGTAGCTTAAACTGGCTTCAGCAGGAACCA 186 



GATGGAACTATTAAACGCCTGATCTACGCCACATCCAGTTTAGGTTCTGGTGTCCCCAAA 180 

iiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiii iiiiiiiii niiii 



IIIIIIIIMIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIMIIIIIIIIIIIIII 



GAAGATTTTGTAGCCTATTACTGTCTACAATATGCTAGTTCTCCGTACACGTTCGGAGGG 300 
lllllllllllll llllllllllllllllllllllllllllllllllllllllllllll 



lllllllllllllllllllll 



>gb|L48667|MUSX Mus mus cuius (cell line C3H/F2-15) chromosome 6 anti-DNA 
antibody light chain mRNA. 
Length = 324 

Plus Strand HSPs: 

Score = 1517 (419.2 bits), Expect = 6.3e-121, P = 6.3e-121 

Identities = 311/321 (96X), Positives ~ 311/321 <96X), Strand = Plus / Plus 



Query: 


1 


Sbjct: 


1 


Query: 


61 


Sbjct: 


61 


Query: 


121 


Sbjct: 


121 


Query: 


181 


Sbjct: 


181 


Query: 


241 


Sbjct: 


241 


Query: 


301 


Sbjct: 


301 



II IIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIMIIIIIIIIII lllllllllll 

1 GANATCCAGATGACCCAGTCTCCATCCTCCTTATCTGCCTCTCTGGGAGAAAGAGTCAGT 60 

61 CTCACTTGTCGGGCAAGTCAGGACATTGGTATTAACTTACATTGGCTTCAGCAGGAACCA 120 

lllllllllllllllllllltllllllllll II llll I lllllltlllllllllll 
CTCACTTGTCGGGCAAGTCAGGACATTGGTAGTAGCTTAAACTGGCTTCAGCAGGAACCA 1 20 



GATGGAACTATTAAACGCCTGATCTACGCCACATCCAGTTTAGGTTCTGGTGTCCCCAAA 1 80 

IIIIIIIII lllllllllllllllllllllllllllllllll llllllllllllllll 
GATGGAACTTTTAAACGCCTGATCTACGCCACATCCAGTTTAGATTCTGGTGTCCCCAAA 1 80 



llllllllllllllllllllllllllllllllllllllllllllllllllllllllllll 



GAAGATTTTGTAGCCTATTACTGTCTACAATATGCTAGTTCTCCGTACACGTTCGGAGGG 300 

IIIIIIIIIIEII llilllllllllllllllllllllll lllllllllllllllllll 
GAAGATTTTGTAGACTATTACTGTCTACAATATGCTAGTTGTCCGTACACGTTCGGAGGG 300 

GGGACCAAGCTGGAAATAAAA 321 

lllllllllllllllllllll 
GGGACCAAGCTGGAAATAAAA 321 



>gbj J00565|MUSIGKAC1 Mouse ig kappa active gene: vk41 v-j region. 
Length = 684 

Plus Strand HSPs: 

Score - 1488 (411.2 bits). Expect = 7.7e-119, P = 7.7e-119 

Identities = 308/321 (95X>, Positives = 308/321 (95X), Strand = Plus / Plus 

Query: 1 GACATCCAGATGACCCAGTCTCCATCCTCCTTATCTGCCTCTCTGGGACAAAGAGTCAGT 60 

llllllllllllllllllllllllllllllllllllllllllllllll lllllllllll 
Sbjct: 313 GACATCCAGATGACCCAGTCTCCATCCTCCTTATCTGCCTCTCTGGGAGAAAGAGTCAGT 372 

Query: 61 CTCACTTGTCGGGCAAGTCAGGACATTGGTATTAACTTACATTGGCTTCAGCAGGAACCA 120 

lllllllllllllllllllllllllllllll II llll I llllllllllllllllll 
Sbjct: 373 CTCACTTGTCGGGCAAGTCAGGACATTGGTAGTAGCTTAAACTGGCTTCAGCAGGAACCA 432 
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Query: 121 GATGGAACTATTAAACGCCTGATCTACGCCACATCCAGTTTAGGTTCTG6TGTCCCCAAA 180 

llllllllllimilllllllllllllllllllllfllllll llltillillllllll 
Sbjct: 433 GATGGAACTATTAAACGCCTGATCTACGCCACATCCAGTTTAGATTCTGGTGTCCCCAAA 492 

Query: 181 AGGTTCAGTGGCAGTAGGTCTGGGTCAGATTATTCTCTCACCATCAGCAGCCTTGAGTCT 240 

IIIIIIIIIIIIIIIIMIIIIIIIIIIIililllllllllilllilllllllllllll! 

Sbjct: 493 AGGTTCAGTGGCAGTAGGTCTGGGTCAGATTATTCTCTCACCATCAGCAGCCTTGAGTCT 552 

Query: 241 GAAGATTTTGTAGCCTATTACTGTCTACAATATGCTAGTTCTCCGTACACGTTCGGAGGG 300 

lllllllllllll Illllilllllllllllllllimillllll llllllll II 
Sbjct: 553 GAAGATTTTGTAGACTATTACTGTCTACAATATGCTAGTTCTCCGTGGACGTTCGGTGGA 612 

Query: 301 GGGACCAAGCTGGAAATAAAA 321 

II lllllllllllll! Ill 

Sbjct: 613 GGCACCAAGCTGGAAATCAAA 633 

>emb|V00808|MMIGK7 Part of the murine gene for kappa- immunoglobulin leader 
peptide and variable part (cell line HOPC41). 
Length = 685 

Plus Strand HSPs: 

Score = 1479 (408.7 bits), Expect = 4.3e-118, P = 4.3e-118 

Identities = 307/321 (95%), Positives = 307/321 (95X), Strand = Plus / Plus 

GACATCCAGATGACCCAGTCTCCATCCTCCTTATCTGCCTCTCTGGGACAAAGAGTCAGT 60 

IIIIIIIIIIIIIIIIMIIIIIIIIIIIIIIEIIIIIIIIIIIIIII lllllllllll 

GACATCCAGATGACCCAGTCTCCATCCTCCTTATCTGCCTCTCTGGGAGAAAGAGTCAGT 373 
CTCACTTGTCGGGCAAGTCAGGACATTGGTATTAACTTACATTGGCTTCAGCAGGAACCA 120 

llllllllllll IIIIIIIIIIIIIIMII II llll I IIIIIIIIIIIIIIIIM 

CTCACTTGTCGGCCAAGTCAGGACATTGGTAGTAGCTTAAACTGGCTTCAGCAGGAACCA 433 

GATGGAACTATTAAACGCCTGATCTACGCCACATCCAGTTTAGGTTCTGGTGTCCCCAAA 1 80 

lllllllllllllllllllllllllllllllllllllllllll llllllllllllllll 
GATGGAACTATTAAACGCCTGATCTACGCCACATCCAGTTTAGATTCTGGTGTCCCCAAA 493 

AGGTTCAGTGGCAGTAGGTCTGGGTCAGATTATTCTCTCACCATCAGCAGCCTTGAGTCT 240 

llllllllllllllllllllllllllllllllllllllllllllllllllllllllllll 
AGGTTCAGTGGCAGTAGGTCTGGGTCAGATTATTCTCTCACCATCAGCAGCCTTGAGTCT 553 

GAAGATTTTGTAGCCTATTACTGTCTACAATATGCTAGTTCTCCGTACACGTTCGGAGGG 300 

lllllllllllll llllllllllllllllllllllllllllllll llllllll II 
GAAGATTTTGTAGACTATTACTGTCTACAATATGCTAGTTCTCCGTGGACGTTCGGTGGA 613 

GGGACCAAGCTGGAAATAAAA 321 
II llllllllllllll III 



>gb| 1 03643 1 103643 Sequence 4 from patent US 4642334. >gb| 107835 1 107835 Sequence 
4 from patent EP 0088994. 
Length = 324 

Plus Strand HSPs: 

Score = 1479 (408.7 bits), Expect = 9.1e-118, P = 9.1e-118 

Identities - 307/321 (95%), Positives = 307/321 (95%), Strand = Plus / Plus 

Query: 1 GACATCCAGATGACCCAGTCTCCATCCTCCTTATCTGCCTCTCTGGGACAAAGAGTCAGT 60 

llllllllllilllllllllllllllllllllllllllllllllllll lllllllllll 
Sbjct: 1 GACATCCAGATGACCCAGTCTCCATCCTCCTTATCTGCCTCTCTGGGAGAAAGAGTCAGT 60 

Query: 61 CTCACTTGTCGGGCAAGTCAGGACATTGGTATTAACTTACATTGGCTTCAGCAGGAACCA 120 

llllllllllll IIIIIIIIIIIIIIMII II MM I llflllllllllllllll 

Sbjct: 61 CTCACTTGTCGGCCAAGTCAGGACATTGGTAGTAGCTTAAACTGGCTTCAGCAGGAACCA 120 
Query: 121 GATGGAACTATTAAACGCCTGATCTACGCCACATCCAGTTTAGGTTCTGGTGTCCCCAAA 180 



Query: 


1 


Sbjct: 


314 


Query: 


61 


Sbjct: 


374 


Query: 


121 


Sbjct: 


434 


Query: 


181 


Sbjct: 


494 


Query: 


241 


Sbjct: 


554 


Query: 


301 


Sbjct: 


614 



11D10 Light Chain NUCLEOTIDE- 2 



Chirt • 


\C 1 


Query: 


181 


Sbjct: 


181 


Query: 


241 


Sbjct: 


241 


Query: 


301 


Sbjct: 


301 



INIilllllllltllillllllNlllllllllllllllllf illlllllllilllll 

GAT6GAACTATTAAACGCCT6ATCTACGCCACATCCAGTTTAGATTCTGGTGTCCCCAAA 1 80 

AGGTTCAGTGGCAGTAGGTCTGGGTCAGATTATTCTCTCACCATCAGCAGCCTTGAGTCT 240 

llllllllllllllllllllllllllllllllllllillllllllltltllllllllltl 
AGGTTCAGTGGCAGTAGGTCTGGGTCAGATTATTCTCTCACCATCAGCAGCCTTGAGTCT 240 

GAAGATTTTGTAGCCTATTACTGTCTACAATATGCTAGTTCTCCGTACACGTTCGGAGGG 300 

IIIIIIIIIIMI lllllllllllllillllllllllllllllli llllilll II 

GAAGATTTTGTAGACTATTACTGTCTACAATATGCTAGTTCTCCGTGGACGTTCGGTGGA 300 

GGGACCAAGCTGGAAATAAAA 321 

II llllllllllllll III 
GGCACCAAGCTGGAAATCAAA 321 



>gb|M59920|MUSIGKAA3 House IG germ Line chain mRNA V-J region, partial cds. 
Length = 321 

Plus Strand HSPs: 

Score - 1464 (404.5 bits). Expect = 1.6e-116, P = 1.6e-116 

Identities = 304/318 (95%), Positives = 304/318 (95%), Strand - Plus / Plus 

ATCCAGATGACCCAGTCTCCATCCTCCTTATCTGCCTCTCTGGGACAAAGAGTCAGTCTC 63 
IIIIIIIIEIIIIIIIIIIIIIIIIItllllllllllEIIIIIII llllllllllllll 



1 1 III I llll I I II II I II II I II II I II llll I I I II II II II III I II II I I 
61 ACTTGTCGGGCAAGTCAGGACATTGGTAGTAGCTTAAACTGGCTTCAGCAGGAACCAGAC 120 

GGAACTATTAAACGCCTGATCTACGCCACATCCAGTTTAGGTTCTGGTGTCCCCAAAAGG * 183 

IIIIIIIMIIIIilllllllilllllillllllllllli lllllllllllllllllll 
GGAACTATTAAACGCCTGATCTACGCCACATCCAGTTTAGATTCTGGTGTCCCCAAAAGG 1 80 



lllllllllllllllllllllllllllllllllllllinilllllllllllllllllll 
TTCAGTGGCAGTAGGTCTGGGTCAGATTATTCTCTCACCATCAGCAGCCTTGAGTCTGAA 240 

GATTTTGTAGCCTATTACTGTCTACAATATGCTAGTTCTCCGTACACGTTCGGAGGGGGG 303 

llllllllll llllllllllllllllllllllllllllllll llllilll II II 
GATTTTGTAGACTATTACTGTCTACAATATGCTAGTTCTCCGTGGACGTTCGGTGGAGGC 300 



Query: 


4 


Sbjct: 


1 


Query: 


64 


Sbjct: 


61 


Query: 


124 


Sbjct: 


121 


Query: 


184 


Sbjct: 


181 


Query: 


244 


Sbjct: 


241 


Query: 


304 


Sbjct: 


301 



llllllllllllll III 

ACCAAGCTGGAAATCAAA 318 



>gb|M36246|HUSIGLAFA Mouse Ig kappa-chain mRNA V region, partial cds, from 
hybridoma H220-23. 
Length = 303 

Plus Strand HSPs: 

Score - 1445 (399.3 bits), Expect = 6.6e-115, P = 6.6e-115 

Identities = 295/303 (97%), Positives = 295/303 (97%), Strand - Plus / Plus 

TCTCCATCCTCCTTATCTGCCTCTCTGGGACAAAGAGTCAGTCTCACTTGTCGGGCAAGT 78 

llllllllllllllllllllllllllllll lllllllllllllllllllllllllllll 
TCTCCATCCTCCTTATCTGCCTCTCTGGGAGAAAGAGTCAGTCTCACTTGTCGGGCAAGT 60 



IIIIIIIIIIMI II llll I lllllllllllllllllllllllltlllllllllll 

CAGGACATTGGTAGTAGCTTAAACTGGCTTCAGCAGGAACCAGATGGAACTATTAAACGC 1 20 

CTGATCTACGCCACATCCAGTTTAGGTTCTGGTGTCCCCAAAAGGTTCAGTGGCAGTAGG 198 

lllllllllllllllllllllllll IIIIMIIIIIIIIIIIIIIMIIIIIIIIIIII 
CTGATCTACGCCACATCCAGTTTAGATTCTGGTGTCCCCAAAAGGTTCAGTGGCAGTAGG 180 



Query: 


19 


Sbjct: 


1 


Query: 


79 


Sbjct: 


61 


Query: 


139 


Sbjct: 


121 



11 D10 Light Chain NUCLEOTIDE- 8 



Query: 


199 


Sbjct: 


181 


Query: 


259 


Sbjct: 


241 


Query: 


319 


Sbjct: 


301 



llllllllllllllllllllllllllltlllllllllllllllllllllllllll MM 

TCTGGGTCAGATTATTCTCTCACCATCAGCAGCCTTGAGTCTGAAGATTTTGTAGACTAT 240 



1 1 II 1 1 II II II 1 1 II 1 1 1 1 II I II I II III MM 111 II II 1 1 MM II I II I MMI 

TACTGTCTACAATATGCTAGTTCTCCGTACACGTTCGGAGGGGGGACCAAGCTGNAAATA 300 



>emb|Z22118|MDIGKVBS H. domes ticus IgK variable region. 
Length = 321 

Plus Strand HSPs: 

Score = 1434 (396.2 bits). Expect - 5.1e-114, P = 5.1e-1T4 

Identities = 302/321 (94%), Positives = 302/321 (94X), Strand = Plus / Plus 

GACATCCAGATGACCCAGTCTCCATCCTCCTTATCTGCCTCTCTGGGACAAAGAGTCAGT 60 

1 1 M 1 1 1 1 1 1 1 1 1 1 E 1 1 1 1 1 1 1 1 E M I M I T M 1 1 1 1 1 1 1 F 1 1 1 1 F 1 1 MMMMMI 

GACATCCAGATGACCCAGTCTCCATCCTCCTTATCTGCCTCTCTGGGAGAAAGAGTCAGT 60 
CTCACTTGTCGGGCAAGTCAGGACATTGGTATTAACTTACATTGGCTTCAGCAGGAACCA 1 20 

MMMMMMMIMMMM Ml M I MMI 1 1 M 1 1 1 1 1 1 1 1 MMI 

CTCACTTGTCGGGCAAGTCAGGAAATTAGTGGTTACTTAAGCTGGCTTCAGCAGAAACCA 1 20 
GATGGAACTATTAAACGCCTGATCTACGCCACATCCAGTTTAGGTTCTGGTGTCCCCAAA 1 80 

IMMIMIMMIIIMMIMMM IIMIMI MM IMIMMIMI III 

GATGGAACTATTAAACGCCTGATCTACAGCACATCCACTTTAAATTCTGGTGTCCCAAAA 180 
AGGTTCAGTGGCAGTAGGTCTGGGTCAGATTATTCTCTCACCATCAGCAGCCTTGAGTCT 240 

IMMIIMMMIMMMMIMMMIMMMMIIMIIMMMMMMMII 



MIMIIMI II IIMMIMIMMMIIMMMMIMMMMIIMMMMI 

GAAGATTTTGCAGACTATTACTGTCTACAATATGCTAGTTCTCCGTACACGTTCGGAGGG 300 

GGGACCAAGCTGGAAATAAAA 321 

IMIIMI MIMIMIMI 
GGGACCAAACTGGAAATAAAA 321 

>gb|M64168|MUSIGICAFT Mouse Ig active kappa-chain mRMA V-region. 
Length = 306 

Plus Strand HSPs: 

Score = 1407 (388.8 bits), Expect - 9.4e-112, P = 9.4e-112 

Identities = 291/303 (96%), Positives = 291/303 (96X), Strand - Plus / Plus 

TCTCCATCCTCCTTATCTGCCTCTCTGGGACAAAGAGTCAGTCTCACTTGTCGGGCAAGT 78 

MIMMIMMIMIIMIMIIIMIM IIIIIIIIIIIIIMIIIIIIIIIMIII 
TCTCCATCCTCCTTATCTGCCTCTCTGGGAGAAAGAGTCAGTCTCACTTGTCGGGCAAGT 63 

CAGGACATTGGTATTAACTTACATTGGCTTCAGCAGGAACCAGATGGAACTATTAAACGC 138 

MIMMIMIM II MM I llllllllllllllllllllllllllllllllllll 

CAGGACATTGGTAATAGCTTAAACTGGCTTCAGCAGGAACCAGATGGAACTATTAAACGC 123 

CTGATCTACGCCACATCCAGTTTAGGTTCTGGTGTCCCCAAAAGGTTCAGTGGCAGTAGG 198 

MMIMIMMMIMMIIMM lllllllllllllllllllllllllllllltlll 
CTGATCTACGCCACATCCAGTTTAGATTCTGGTGTCCCCAAAAGGTTCAGTGGCAGTAGG 183 

TCTGGGTCAGATTATTCTCTCACCATCAGCAGCCTTGAGTCTGAAGATTTTGTAGCCTAT 258 

1 1 1 1 1 1 1 1 f 1 1 1 M 1 1 1 1 1 1 1 i 1 1 1 1 1 1 1 1 1 1 1 1 1 f I f llllllllllllllll MM 



Query: 


1 


Sbjct: 


1 


Query: 


61 


Sbjct: 


61 


Query: 


121 


Sbjct: 


121 


Query: 


181 


Sbjct: 


181 


Query: 


241 


Sbjct: 


241 


Query: 


301 


Sbjct: 


301 



Query: 


19 


Sbjct: 


4 


Query: 


79 


Sbjct: 


64 


Query: 


139 


Sbjct: 


124 


Query: 


199 



11D10 Light Chain NUCLEOTIDE - 



9 



Sbjct: 


184 


Query: 


259 


Sbjct: 


244 


Query: 


319 


Sbjct: 


304 



184 TCTGGGTCAGATTATTCTCTCACCATCAGCAGCCTTGAATCTGAAGATTTTGTAGTCTAT 243 



llllllllllllllllllllll I llllllllllllllllllllllllll Mill II 



III 



>emb|X02177|MMIGGVJl M.mus cuius mRNA for IgG kappa light chain (partial) GLoop 
1 

Length - 380 
Plus Strand HSPs: 



Score = 1362 (376.3 bits). Expect = 4.2e-108, P = 4.2e-108 

Identities = 294/321 (91%), Positives = 294/321 (91%), Strand = Plus / Plus 



Query: 


1 


Sbjct: 


42 


Query: 


61 


Sbjct: 


102 


Query: 


121 


Sbjct: 


162 


Query: 


181 


Sbjct: 


222 


Query: 


241 


Sbjct: 


282 


Query: 


301 


Sbjct: 


342 



GACATCCAGATGACCCAGTCTCCATCCTCCTTATCTGCCTCTCTGGGACAAAGAGTCAGT 

iiiiiitiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiii minimi 



60 
101 



61 CTCACTTGTCGGGCAAGTCAGGACATTGGTATTAACTTACATTGGCTTCAGCAGGAACCA 120 

3 riii i in ii i inn minium inn 



GATGGAACTATTAAACGCCTGATCTACGCCACATCCAGTTTAGGTTCTGGTGTCCCCAAA 180 

ri in rri 1 1 1 1 1 miii in flit 1 1 1 1 1 nun i ii ii i ii ii mi i ii i in 



AGGTTCAGTGGCAGTAGGTCTGGGTCAGATTATTCTCTCACCATCAGCAGCCTTGAGTCT 
llllllllllllllllllllllltllllllllimilllllllllllllllllllllll 



240 



281 



GAAGATTTTGTAGCCTATTACTGTCTACAATATGCTAGTTCTCCGTACACGTTCGGAGGG 300 
illlllllll II IIIIIIIMIIIIIIIIII HIM Nil 1 1 II I I 1 1 I I 



GGGACCAAGCTGGAAATAAAA 321 
llllllllllllll | Ml 



>gb|U29617|MMU29617 Mus musculus anti-DNA antibody Ig kappa chain mRNA, V-J 
region, hybridoma 52-46A, partial cds. 
Length = 285 

Plus Strand HSPs: 

Score - 1357 (375.0 bits). Expect = 1.5e-107, P = 1.5e-107 

Identities = 277/284 (97%), Positives = 277/284 (97%), Strand = Plus / Plus 

GACATCCAGATGACCCAGTCTCCATCCTCCTTATCTGCCTCTCTGGGACAAAGAGTCAGT 60 

llllllllllllllllllllllllllllllllllllllllllllllll lllllllllll 
GACATCCAGATGACCCAGTCTCCATCCTCCTTATCTGCCTCTCTGGGAGAAAGAGTCAGT 60 

CTCACTTGTCGGGCAAGTCAGGACATTGGTATTAACTTACATTGGCTTCAGCAGGAACCA 1 20 

llllllimiimilllllllllllllll IE Mil I llllllllllllllllll 
CTCACTTGTCGGGCAAGTCAGGACATTGGTAGTAGCTTAAACTGGCTTCAGCAGGAACCA 1 20 

GATGGAACTATTAAACGCCTGATCTACGCCACATCCAGTTTAGGTTCTGGTGTCCCCAAA 180 

lllllllllllllllllllllllllllllllllllllllllll llllllllllllllll 
GATGGAACTATTAAACGCCTGATCTACGCCACATCCAGTTTAGATTCTGGTGTCCCCAAA 180 

AGGTTCAGTGGCAGTAGGTCTGGGTCAGATTATTCTCTCACCATCAGCAGCCTTGAGTCT 240 

IIIIIIIIIIIIIIIIIIIIIMIIIIIIIIIIIIIIIIIIIIIEIIIIIIIIIIIIIII 
AGGTTCAGTGGCAGTAGGTCTGGGTCAGATTATTCTCTCACCATCAGCAGCCTTGAGTCT 240 



Query: 


1 


Sbjct: 


1 


Query: 


61 


Sbjct: 


61 


Query: 


121 


Sbjct: 


121 


Query: 


181 


Sbjct: 


181 



11D10 Light Chain NUCLEOTIDE - 10 



Query: 241 GAAGATTTTGTAGCCTATTACTGTCTACAATATGCTAGTTCTCC 284 

llllltlllllll IIIIMEIIMIIIilllllllilllllll 

Sbjct : 241 GAAGATTTTGTAGACTATTACTGTCTACAATATGCTAGTTCTCC 284 



>gb|J00566|MUSIGKVC House ig kappa germline v gene: vk41. >emb|V00804|MMIGK3 
Murine kappa- immunogLobul in gene fragment including signal peptide 
and variable region. 
Length = 664 

Plus Strand HSPs: 

Score = 1351 (373.3 bits), Expect = 2.0e-107, P = 2.0e-107 

Identities = 279/290 (96%), Positives = 279/290 (96%), Strand = Plus / Plus 



Query: 


1 


Sbjct: 


314 


Query: 


61 


Sbjct: 


374 


Query: 


121 


Sbjct: 


434 


Query: 


181 


Sbjct: 


494 


Query: 


241 


Sbjct: 


554 



GACATCCAGATGACCCAGTCTCCATCCTCCTTATCTGCCTCTCTGGGACAAAGAGTCAGT 60 

lllllllllllllllllllllllllllllillllllllllllilllll lllllllllll 
GACATCCAGATGACCCAGTCTCCATCCTCCTTATCTGCCTCTCTGGGAGAAAGAGTCAGT 373 

CTCACTTGTCGGGCAAGTCAGGACATTGGTATTAACTTACATTGGCTTCAGCAGGAACCA 1 20 

lllllllllllllllllllllllllllllll El INI I lllllllllilllillll 
CTCACTTGTCGGGCAAGTCAGGACATTGGTAGTAGCTTAAACTGGCTTCAGCAGGAACCA 433 

GATGGAACTATTAAACGCCTGATCTACGCCACATCCAGTTTAGGTTCTGGTGTCCCCAAA 180 

IIIIIIIIIIIMIIIIIIIIIIIIMIIIIIIIIIIIIIEII lllltllll llllll 
GATGGAACTATTAAACGCCTGATCTACGCCACATCCAGTTTAGATTCTGGTGTGCCCAAA 493 

AGGTTCAGTGGCAGTAGGTCTGGGTCAGATTATTCTCTCACCATCAGCAGCCTTGAGTCT 240 

IIIIIIEIIIIIIIIIIIIIIIIIIIIIilllllllEllllllltlllllllllllEIII 
AGGTTCAGTGGCAGTAGGTCTGGGTCAGATTATTCTCTCACCATCAGCAGCCTTGAGTCT 553 

GAAGATTTTGTAGCCTATTACTGTCTACAATATGCTAGTTCTCCGTACAC 290 
IIIEIEIIIIlll IIEIIIIIIIIIIIIIIEIillllllllll III 



>gb|U25098|MHU25098 Mus musculus anti-Pseudomonas aeruginosa serotype IATS 06 
lipopolysaccharide O-antigen, Ig light chain variable region mRNA, 
partial cds. 
Length = 336 

Plus Strand HSPs: 



Score = 1353 (373.9 bits). Expect = 2.7e-107, P = 2.7e-107 

Identities - 293/321 (91X), Positives = 293/321 (91%), Strand = Plus / Plus 

GACATCCAGATGACCCAGTCTCCATCCTCCTTATCTGCCTCTCTGGGACAAAGAGTCAGT 60 

it iiiiiiiiiiiiiiiiiKiiiiiiiiiiiiiiiiiiiiiiiii milium 

GAGCTCCAGATGACCCAGTCTCCATCCTCCTTATCTGCCTCTCTGGGAGAAAGAGTCAGT 60 
61 CTCACTTGTCGGGCAAGTCAGGACATTGGTATTAACTTACATTGGCTTCAGCAGGAACCA 120 

lllllllllllillllllllll Ml II I HIM IIIIEIIIIMI Mill 

CTCACTTGTCGGGCAAGTCAGGAAATTAGTGGTTACTTAAGCTGGCTTCAGCAGAAACCA 1 20 
GATGGAACTATTAAACGCCTGATCTACGCCACATCCAGTTTAGGTTCTGGTGTCCCCAAA 1 80 

IIIIIIIIEIIIIIIIIIIIIIIIIIIIII llllll Mill lllllllllll! Ill 

GATGGAACTATTAAACGCCTGATCTACGCCGCATCCACTTTAGATTCTGGTGTCCCAAAA 180 

AGGTTCAGTGGCAGTAGGTCTGGGTCAGATTATTCTCTCACCATCAGCAGCCTTGAGTCT 240 

lllllfllMIIIIIIIIIIIIIIIIIIIIIIEIIIIIIIIIIIIIIIIIIIIIIIIIIl 
AGGTTCAGTGGCAGTAGGTCTGGGTCAGATTATTCTCTCACCATCAGCAGCCTTGAGTCT 240 

GAAGATTTTGTAGCCTATTACTGTCTACAATATGCTAGTTCTCCGTACACGTTCGGAGGG 300 

lllllllllf II IIIIIIIIIIIIIIIIIMIMIill III) IIIIIMI | 

GAAGATTTTGCAGACTATTACTGTCTACAATATGCTAGTTATCCGCTGACGTTCGGTGCT 300 

301 GGGACCAAGCTGGAAATAAAA 321 
llllllllllllll | Ml 



Query: 


1 


Sbjct: 


1 


Query: 


61 


Sbjct: 


61 


Query: 


121 


Sbjct: 


121 


Query: 


181 


Sbjct: 


181 


Query: 


241 


Sbjct: 


241 


Query: 


301 



11D10 Light Chain NUCLEOTIDE 



Sbjct: 301 GGGACCAAGCTGGAGCTGAAA 321 



>emb|X02178|HMIGGVJ2 H.musculus mRNA for IgG kappa light chain (partial) Gloop 
2 

Length = 381 
Plus Strand HSPs: 



Score = 1335 (368.9 bits). Expect = 7.4e-106, P - 7.4e-106 

Identities = 291/321 (90%) f Positives = 291/321 (90%), Strand = Plus / Plus 

GACATCCAGATGACCCAGTCTCCATCCTCCTTATCTGCCTCTCTGGGACAAAGAGTCAGT 60 

IIIIIIIIIIMIIIIIIIIIIIIIIIIIIIIItllllllllllllll lllllllllll 
GACATCCAGATGACCCAGTCTCCATCCTCCTTATCTGCCTCTCTGGGAGAAAGAGTCAGT 1 02 

CTCACTTGTCGGGCAAGTCAGGACATTGGTATTAACTTACATTGGCTTCAGCAGGAACCA 1 20 

lllilllllllllllllMI II III II I Mill llllllllllll Mil 



llllllllllllllilllllllllllllll llllll Mill llllllllllll III 



AGGTTCAGTGGCAGTAGGTCTGGGTCAGATTATTCTCTCACCATCAGCAGCCTTGAGTCT 240 
Mllflllllllll IMIIIIIIIMMIIIIMIIMMIIIIIIIMMIIIIIIM 



GAAGATTTTGTAGCCTATTACTGTCTACAATATGCTAGTTCTCCGTACACGTTCGGAGGG 300 

I III 1 1 II 1 1 II llllll llllllllllll Hill Mil I II III II I I 

GAAGATTTTGCAGACTATTATTGTCTACAATATCTTAGTTATCCGCTCACGTTCGGTGCT 342 
GGGACCAAGCTGGAAATAAAA 321 

llllllllllllll I III 



Query: 


1 


Sbjct: 


43 


Query: 


61 


Sbjct: 


103 


Query: 


121 


Sbjct: 


163 


Query: 


181 


Sbjct: 


223 


Query: 


241 


Sbjct: 


283 


Query: 


301 


Sbjct: 


343 



>emb|X63811 |MMVKMR811 H.musculus mRNA for IgM V(k)MRB11 
Length = 279 

Plus Strand HSPs: 



Score = 1332 (368.1 bits), Expect = 1.8e-105, P = 1.8e-105 

Identities = 272/279 (97%), Positives = 272/279 (97%), Strand = Plus / Plus 

GACATCCAGATGACCCAGTCTCCATCCTCCTTATCTGCCTCTCTGGGACAAAGAGTCAGT 60 

llllllllllllllllilllllllllllllllllllllllllllllll lllllllllll 
GACATCCAGATGACCCAGTCTCCATCCTCCTTATCTGCCTCTCTGGGAGAAAGAGTCAGT 60 

CTCACTTGTCGGGCAAGTCAGGACATTGGTATTAACTTACATTGGCTTCAGCAGGAACCA 1 20 

MIIIIIIIIIMMIIIMIIIIIIIIMI II III) I llllllllllllllllil 
CTCACTTGTCGGGCAAGTCAGGACATTGGTAGTAGCTTAAACTGGCTTCAGCAGGAACCA 1 20 

121 GATGGAACTATTAAACGCCTGATCTACGCCACATCCAGTTTAGGTTCTGGTGTCCCCAAA 180 
llllllllllilllllllllllllllllllllllllllillll llllllllllllllll 



Query: 


1 


Sbjct: 


1 


Query: 


61 


Sbjct: 


61 


Query: 


121 


Sbjct: 


121 


Query: 


181 


Sbjct: 


181 


Query: 


241 


Sbjct: 


241 



AGGTTCAGTGGCAGTAGGTCTGGGTCAGATTATTCTCTCACCATCAGCAGCCTTGAGTCI 

iiiiiiiiimiiiiiiiiiiiiiiiimiiiiiiiiiiiiiiiiiiiiiiiiimi 

AGGTTCAGTGGCAGTAGGTCTGGGTCAGATTATTCTCTCACCATCAGCAGCCTTGAGTCT 

GAAGATTTTGTAGCCTATTACTGTCTACAATATGCTAGT 279 

IIIIMIIIIIII lllllllllllllllllllllllll 
GAAGATTTTGTAGACTATTACTGTCTACAATATGCTAGT 279 



240 



240 



>gb|M12191 |MUSIGKCMA House Ig active kappa-chain VJ2C mRNA from plasmacytoma 
HOPC 173B, partial cds. 
Length = 383 



11D10 Light Chain NUCLEOTIDE - 12 



Plus Strand KSPs: 

Score = 1326 (366.4 bits). Expect = 4.1e-105 ( P = 4.1e-105 

Identities = 290/321 (90%), Positives = 290/321 (90%), Strand = Plus / Plus 

Query: 1 GACATCCAGATGACCCAGTCTCCATCCTCCTTATCTGCCTCTCTGGGACAAAGAGTCAGT 60 

IIIIIIIIMIIflllMlllllllllllltllilllllllllillll lllllllllll 
Sbjct: 51 GACATCCAGATGACCCAGTCTCCATCCTCCTTATCTGCCTCTCTGGGAGAAAGAGTCAGT 110 

Query: 61 CTCACTTGTCGGGCAAGTCAGGACATTGGTATTAACTTACATTGGCTTCAGCAGGAACCA 120 

Mill il I f I f 1 1 1 1 1 1 1 1 1 1 1 1 1 1 I I I Ml I I | MINIM him 
Sbjct: 111 CTCACATGCCGGGCAAGTCAGGACATTCATGGTTATTTAAACTTGTTTCAGCAGAAACCA 1 70 

Query: 121 GATGGAACTATTAAACGCCTGATCTACGCCACATCCAGTTTAGGTTCTGGTGTCCCCAAA 180 

„ f II lllllllllll MINIMI I llllll! Mill llllllllllll III 

Sbjct: 171 GGTGAAACTATTAAACACCTGATCTATGAAACATCCAATTTAGATTCTGGTGTCCCAAAA 230 

Query: 181 AGGTTCAGTGGCAGTAGGTCTGGGTCAGATTATTCTCTCACCATCAGCAGCCTTGAGTCT 240 

llllllllllllllllllllllllllllllllllllllll III HIM MM 

Sbjct: 231 AGGTTCAGTGGCAGTAGGTCTGGGTCAGATTATTCTCTCATTATCGGCAGCCTTGAGTCT 290 

Query: 241 GAAGATTTTGTAGCCTATTACTGTCTACAATATGCTAGTTCTCCGTACACGTTCGGAGGG 300 

Milium it MiMiMiiiiiMiiiiiimiiiiii iiiiiiiiiiiii 

Sbjct: 291 GAAGATTTTGCAGACTATTACTGTCTACAATATGCTAGTTCTCCTCCCACGTTCGGAGGG 350 

Query: 301. GGGACCAAGCTGGAAATAAAA 321 

IMMMMIIIIMMIMI 
Sbjct: 351 GGGACCAAGCTGGAAATAAAA 371 

>gb|S69053|S69053 Ig V kappa =anti-p-nitrophenyl phosphonate esterolytic 

antibody kappa chain variable region {clone CNJ206} [mice, mRNA 
Partial, 295 nt] . 
Length = 295 

Plus Strand HSPs: 

Score = 1326 (366.4 bits). Expect = 5.3e-105, P = 5.3e-105 

Identities = 278/294 (94%), Positives = 278/294 (94%), Strand = Plus / Plus 

TCCATCCTCCTTATCTGCCTCTCTGGGACAAAGAGTCAGTCTCACTTGTCGGGCAAGTCA 80 

iiiiiii imiiii 1 1 1 1 ii j i r 1 1 1 1 m 1 1 1 1 r i r i r m 1 1 1 1 j 

TCCATCCTCCTTATCTGCCTCTCTGGGAGAAAGAGTCAGTCTCACTTGTCGGGCAAGTCA 60 

GGACATTGGTATTAACTTACATTGGCTTCAGCAGGAACCAGATGGAACTATTAAACGCCT 140 

III III II I Mill llllllllllll MMIIIMIMMIIMMMMI 
GGAAATTAGTGGTTACTTAAGCTGGCTTCAGCAGAAACCAGATGGAACTATTAAACGCCT 1 20 

GATCTACGCCACATCCAGTTTAGGTTCTGGTGTCCCCAAAAGGTTCAGTGGCAGTAGGTC 200 

1 1 i 1 1 1 1 1 M llllll Dili IIMIIIIIMI MMIIIIIMMIIMIIMM 

GATCTACGCCGCATCCACTTTAGATTCTGGTGTCCCAAAAAGGTTCAGTGGCAGTAGGTC 180 
TGGGTCAGATTATTCTCTCACCATCAGCAGCCTTGAGTCTGAAGATTTTGTAGCCTATTA 260 

llllllllllllllllillllllMIIIIIIIIIIIMIIIIIIIMIII II llllll 

TGGGTCAGATTATTCTCTCACCATCAGCAGCCTTGAGTCTGAAGATTTTGCAGACTATTA 240 

CTGTCTACAATATGCTAGTTCTCCGTACACGTTCGGAGGGGGGACCAAGCTGGA 314 

MMMIIIIMMIMIIIIMIIMIMIIIIIMMMIIIMMMIIII 
CTGTCTACAATATGCTAGTTCTCCGTACACGTTCGGAGGGGGGACCAAGCTGGA 294 

>gb|U30236|HMU30236 Kus muse u I us anti-DNA antibody Ig kappa chain mRNA, V-J 
region, hybridoma 84.32, partial cds. 
Length = 293 

Plus Strand HSPs: 

Score = 1297 (358.4 bits), Expect = 1.4e-102, P - 1.4e-102 



Query: 


21 


Sbjct: 


1 


Query: 


81 


Sbjct: 


61 


Query: 


141 


Sbjct: 


121 


Query: 


201 


Sbjct: 


181 


Query: 


261 


Sbjct: 


241 



11D10 Light Chain NUCLEOTIDE - 13 



Identities ~ 269/281 (95%), Positives = 269/281 (95%), Strand - Plus / Plus 



Query: 


6 


Sbjct: 


6 


Query: 


66 


Sbjct: 


66 


Query: 


126 


Sbjct: 


126 


Query: 


186 


Sbjct: 


186 


Query: 


246 


Sbjct: 


246 



CCAGATGACCCAGTCTCCATCCTCCTTATCTGCCTCTCTGGGACAAAGAGTCAGTCTCAC 65 

II lllillllli llllimillilMllllllllllllll llllllllllllflll 
CCTGATGACCCAGACTCCATCCTCCTTATCTGCCTCTCTGGGAGAAAGAGTCAGTCTCAC 65 



IIIMIIIIIIilllEllilllllll II MM I IIIIIIIIIIEIIIIIIIIIIIi 



IMIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIII IIIIIMIIillllllllMI 



MIIIIIIIIIIIIIMIIillMIIIIIIIEMIMI IIIIIIIIIIIIIMMIMI 



M 1 1 1 1 1 1 lllll llllllllllllllllllllllll 



>gb|S55170|S55170 nitrophenyl phosphonate-specif ic antibody 48G7 light chain VJ 
[mice. Genomic, 324 nt] . 
Length = 324 

Plus Strand HSPs: 

Score = 1290 (356.5 bits). Expect = 4.8e-102, P = 4.8e-102 

Identities = 286/321 (89%), Positives = 286/321 (89%), Strand = Plus / Plus 

GACATCCAGATGACCCAGTCTCCATCCTCCTTATCTGCCTCTCTGGGACAAAGAGTCAGT 60 

ii ii i i iiiiiiiiiiiiiiiiiiiiiiiiiMMiiiini Minimi 

GAGCTCGTGCTCACCCAGTCTCCATCCTCCTTATCTGCCTCTCTGGGAGAAAGAGTCAGT 63 



Query: 


1 


Sbjct: 


4 


Query: 


61 


Sbjct: 


64 


Query: 


121 


Sbjct: 


124 


Query: 


181 


Sbjct: 


184 


Query: 


241 


Sbjct: 


244 


Query: 


301 


Sbjct: 


304 



CTCACTTGTCGGGCAAGTCAGGACATTGGTATTAACTTACATTGGCTTCAGCAGGAACCA 

IIIIIIMIIIIIIIIIIIIIII Ml I I Mill IIIIMMIMI lllll 



120 



121 GATGGAACTATTAAACGCCTGATCTACGCCACATCCAGTTTAGGTTCTGGTGTCCCCAAA 180 

IIIIIIIIIIIIIIIMIEIIIIIIIIMI MINI MM IIIMMIIMI ME 

GATGGAACTATTAAACGCCTGATCTACGCCGCATCCACTTTACATTCTGGTGTCCCAAAA 183 
AGGTTCAGTGGCAGTAGGTCTGGGTCAGATTATTCTCTCACCATCAGCAGCCTTGAGTCT 240 

IIIIIIIIIIIIIIIIIEIIIMMIIIMIIIIMIIIMIIIIIIIIIIIIIIEIMI 



lllillllli II IIIMMIIMI lllllllllllll III IMIEIII II 



GGGACCAAGCTGGAAATAAAA 321 
M lllll llllllll III 



>emb|X03382|MMIGKGA1 Mouse mRNA for GAT (HP27) anti- idiotypic Ab2 Ig (k) light 
chain against public idiot opes GAT antigen = Glu(60)Ala(30)Tyr(10) 
co-polymer 
Length - 303 

Plus Strand HSPs: 

Score = 1289 (356.2 bits). Expect - 6.2e-102, P = 6.2e-102 

Identities = 277/302 (91%), Positives = 277/302 (91%), Strand = Plus / Plus 

Query: 19 TCTCCATCCTCCTTATCTGCCTCTCTGGGACAAAGAGTCAGTCTCACTTGTCGGGCAAGT 78 

Mil III llllllllilll IIIIIIM lllll! MMIMMMMMMIIMI 



11D10 Light Chain NUCLEOTIDE - 14 



Sbjct: 1 TCTCTATCTTCCTTATCTGCCACTCTGGGAGAAAGAGACAGTCTCACTTGTCGGGCAAGT 60 

Query: 79 CAGGACATTGGTATTAACTTACATTGGCTTCAGCAGGAACCAGATGGAACTATTAAACGC 138 

Mill III II II Mill I IIMIIMM I Ml 1 1 f f 1 1 1 1 M II M I II I I 
Sbjct: 61 CAGGATATTAGTGTTTACTTAAACTGGCTTCAGCGGAAACTAGATGGAACTATTAAACGC 120 

Query: 139 CTGATCTACGCCACATCCAGTTTAGGTTCTGGTGTCCCCAAAAGGTTCAGTGGCAGTAGG 198 

mini! iiiiiii mil iiiiiiiiiiii iiiMiiiiiiiiiiiiiiii 

Sbjct: 121 CTGATCTACAGCACATCCACTTTAGATTCTGGTGTCCCAAAAAGGTTCAGTGGCAGTAGG 180 
Query: 199 TCTGGGTCAGATTATTCTCTCACCATCAGCAGCCTTGAGTCTGAAGATTTTGTAGCCTAT 258 

IIIIIII IMIIIIMIMMMIMMMMM llllllllllllllll II MM 

Sbjct: 181 TCTGGGTTAGATTATTCTCTCACCATCAGCAGCCTAGAGTCTGAAGATTTTGCAGACTAT 240 
Query: 259 TACTGTCTACAATATGCTAGTTCTCCGTACACGTTCGGAGGGGGGACCAAGCTGGAAATA 318 

If 1 1 1 II II M 1 1 1 1 II II 1 1 1 1 1 1 1 II 1 1 M 1 1 M 1 1 1 1 1 1 1 1 II II 1 1 1 1 II MM 

Sbjct: 241 TACTGTCTACAATATGCTAGTTCTCCGTACACGTTCGGAGGGGGGACCAAGCNGGNAATA 300 

Query: 319 AA 320 
II 

Sbjct: 301 AA 302 

>gb| J 00568 | MUSI GKAE mouse ig kappa unproductive I y rearranged gene: mopc173b v-j 
region. >emb|V00760|MMIG04 Mouse pseudogene for 
ka ppa - i mmunog I obu I i n . 
Length = 1157 

Plus Strand HSPs: 

Score = 1177 (325. 2 bits). Expect = 7.2e-101, Sum P{2) = 7.2e-101 
Identities = 257/284 (90%), Positives = 257/284 (90%), Strand = Plus / Plus 

Query: 1 GACATCCAGATGACCCAGTCTCCATCCTCCTTATCTGCCTCTCTGGGACAAAGAGTCAGT 60 

MIMIMIMIMMIMIMIIilllMIMMIIIMIIIMIII IIIIIIIMII 

Sbjct: 547 GACATCCAGATGACCCAGTCTCCATCCTCCTTATCTGCCTCTCTGGGAGAAAGAGTCAGT 606 

Query: 61 CTCACTTGTCGGGCAAGTCAGGACATTGGTATTAACTTACATTGGCTTCAGCAGGAACCA 120 

llllllll lllllllllllllllllt I I I III I I I llllllll Mill 
Sbjct: 607 CTCACTTGCCGGGCAAGTCAGGACATTCATGGTTATTTAAACTTGTTTCAGCAGAAACCA 666 

Query: 121 GATGGAACTATTAAACGCCTGATCTACGCCACATCCAGTTTAGGTTCTGGTGTCCCCAAA 180 

I II IIIIIIIMII MIIIIMI I IIIIIII Mill IIIIIIIIIIII III 

Sbjct: 667 GGTGAAACTATTAAACACCTGATCTATGAAACATCCAATTTAGATTCTGGTGTCCCAAAA 726 
Query: 181 AGGTTCAGTGGCAGTAGGTCTGGGTCAGATTATTCTCTCACCATCAGCAGCCTTGAGTCT 240 

1 1 1 1 J 1 1 1 1 1 1 1 1 M 1 1 M f 1 1 1 1 1 1 1 J 1 1 1 1 M M 1 1 1 1 III MIMMIIIMM 

Sbjct: 727 AGGTTCAGTGGCAGTAGGTCTGGGTCAGATTATTCTCTCATTATCGGCAGCCTTGAGTCT 786 
Query: 241 GAAGATTTTGTAGCCTATTACTGTCTACAATATGCTAGTTCTCC 284 

„ MINIUM II IIIIIIMIIIMIMIIIIIIIIIMIII 

Sbjct: 787 GAAGATTTTGCAGACTATTACTGTCTACAATATGCTAGTTCTCC 830 

Score = 170 (47.0 bits), Expect = 7.2e-101, Sum P(2) = 7.2e-101 
Identities = 34/34 (100%), Positives = 34/34 (100%), Strand - Plus / Plus 

Query: 288 CACGTTCGGAGGGGGGACCAAGCTGGAAATAAAA 321 

I J 1 1 f I M 1 1 1 1 1 M 1 1 1 F 1 1 M M I 

Sbjct: 833 CACGTTCGGAGGGGGGACCAAGCTGGAAATAAAA 866 

>gb [1119320 |MMU19320 Hus musculus immunoglobulin kappa light chain variable 
region mftNA, clone MRL2-117, partial cds. 
Length - 293 

Plus Strand HSPs: 

Score = 1276 (352.6 bits). Expect = 7.7e-101, P = 7.7e-101 

Identities - 272/293 (92%), Positives = 272/293 (92%), Strand = Plus / Plus 



11D10 Light Chain NUCLEOTIDE - 15 



Query: 


25 


Sbjct: 


1 


Query: 


85 


Sbjct: 


61 


Query: 


145 


Sbjct: 


121 


Query: 


205 


Sbjct: 


181 


Query: 


265 


Sbjct: 


241 



iiiiiiiiiiiiiiiiiiiiiiii iimiiiiiiiiiiiimiiiimiiimi 

TCCTCCTTATCTGCCTCTCTGGGAGAAAGAGTCAGTCTCACTTGTCGGGCAAGTCAGGAA 60 



III II I Mill lllllllllll IlilllllllllllllllllllllMIII 



llllll MINI Iflll lllllllllll! IIIIIIIIIIIIIIIIIMMIIIIII 

TACGCCGCATCCACTTTAGATTCTGGTGTCCCAAAAAGGTTCAGTGGCAGTAGGTCTGGG 180 



iiiiiiiiimiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiifii ii Milium 

TCAGATTATTCTCTCACCATCAGCAGCCTTGAGTCTGAAGATTTTGCAGACTATTACTGT 240 



lltllMIIIIIIIII llllll MINIMI lllllllillllllllll 



>emb|X03383|MMIGKGA2 Mouse mRNA for GAT (HP22) anti- idiotypic Ab2 Ig (k) light 
chain against public idiot opes GAT antigen = Glu(60)Ala(30)Tyr(10) 
co-polymer 
Length = 297 

Plus Strand HSPs: 

Score = 1270 (350.9 bits), Expect = 2.4e-100, P = 2.4e-100 

Identities = 272/297 (91%), Positives = 272/297 (91%), Strand = Plus / Plus 



Query: 


25 


Sbjct: 


1 


Query: 


85 


Sbjct: 


61 


Query: 


145 


Sbjct: 


121 


Query: 


205 


Sbjct: 


181 


Query: 


265 


Sbjct: 


241 



II llllllllllll MINIM llllll I lllllllllllllllllllllllll 

TCTTCCTTATCTGCCNCTCTGGGAGAAAGAGNCNGTCTCACTTGTCGGGCAAGTCAGGAT 60 



III II II Mill I llllllllll I III lllllllllllllllllllllllll 

ATTAGTGTTTACTTAAACTGGCTTCAGCGGAAACTAGATGGAACTATTAAACGCCTGATC 1 20 



iii iniiiii urn iiiiiiiiiiii iiiiiiiiiiiiiimiiiiiiiiii 

TACAGCACATCCACTTTAGATTCTGGTGTCCCAAAAAGGTTCAGTGGCAGTAGGTCTGGG 1 80 



i iiiiiiiiiiitiiiiimiiimi 1 1 1 j 3 1 1 1 1 1 1 ii urn mi 

TTAGATTATTCTCTCACCATCAGCAGCCTAGAGTCTGAAGATTTTGCAGACTATTNCTGT 240 



1 1 1 1 1 M 1 1 F 1 1 1 1 M I N 1 1 1 M 1 1 1 1 1 1 M M I M 1 1 1 llllllllll 

CTACAATATGCTAGTTCTCCGTACACGTTCGGAGGGGGGACCAAGCMGGAAATAAAA 297 



> gb | U2 1 066 |MMU2 1066 Hus muse u I us immunoglobulin kappa chain V-J regions mRNA, 
clone MRL3-7, partial cds. 
Length = 273 

Plus Strand HSPs: 



Score = 1121 (309.8 bits). Expect = 1.3e-98, Sum P(2) = 1.3e-98 

Identities - 233/244 (95%), Positives = 233/244 (95%), Strand = Plus / Plus 

Query: 67 TGTCGGGCAAGTCAGGACATTGGTATTAACTTACATTGGCTTCAGCAGGAACCAGATGGA 126 

lllllllllllllllllllllllll ii mi I Ml II II I III II 1 1 III Mill I 
Sbjct: 30 TGTCGGGCAAGTCAGGACATTGGTAGTAGCTTAAACTGGCTTCAGCAGGAACCAGATGGA 89 

Query: 127 ACTATTAAACGCCTGATCTACGCCACATCCAGTTTAGGTTCTGGTGTCCCCAAAAGGTTC 186 

lllllllllllllllllllllllllllllllllllll I llllll 

Sbjct: 90 ACTATTAAACGCCTGATCTACGCCACATCCAGTTTAGATTCTGGTGTCCCCAAAAGGTTC 149 



11D10 Light Chain NUCLEOTIDE - 1§ 



Query: 187 AGTGGCAGTAGGTCTGGGTCAGATTATTCTCTCACCATCAGCAGCCTTGAGTCTGAAGAT 246 

lllllllllljlllllllllllllllllllllllllllllltllllilllllllllllll 
Sbjct: 150 AGTGGCAGTAGGTCTGGGTCAGATTATTCTCTCACCATCAGCAGCCTTGAGTCTGAAGAT 209 

Query: 247 TTTGTAGCCTATTACTGTCTACAATATGCTAGTTCTCCGTACACGTTCGGAGGGGGGACC 306 

lllllll lillllllllllllilllMII MINIMI MINIMI IIIIIM 

Sbjct: 210 TTTGTAGACTATTACTGTCTACAATATGCTTTTTCTCCGTATACGTTCGGATCGGGGACC 269 

Query: 307 AAGC 310 
Mil 

Sbjct: 270 AAGC 273 

Score = 141 (39.0 bits), Expect = 1.3e-98, Sum P(2) = 1.3e-98 
Identities = 29/30 (96%), Positives = 29/30 (96%), Strand = Plus / Plus 

Query: 37 GCCTCTCTGGGACAAAGAGTCAGTCTCACT 66 

IIIIIIIIIMI I E 1 1 1 F I M 1 1 I j I M 1 
Sbjct: 1 GCCTCTCTGGGAGAAAGAGTCAGTCTCACT 30 



>gb j L22571 (MUSIGKAFZ Mouse IgK chain mRNA V-region. 
Length = 270 

Plus Strand HSPs: 

Score = 557 (153.9 bits), Expect = 1.5e-97, Sum P(5) = 1.5e-97 

Identities = 117/124 (94%), Positives = 117/124 (94%), Strand = Plus / Plus 



I j [ 1 1 1 1 M j 1 1 i 1 1 1 j 1 1 1 1 1 1 [ I M Ml lllllllllll MIMIIII 



IIIMIIIIIIIIIIII IIMIIIIMM IIIIIM lllllllllllllllllllll 



Query: 


177 


Sbjct: 


147 


Query: 


237 


Sbjct: 


207 


Query: 


297 


Sbjct: 


267 


Score 


= 398 



Mil 



Identities = 86/94 (91X), Positives = 86/94 (91X), Strand = Plus / Plus 



Query: 


25 


Sbjct: 


1 


Query: 


85 


Sbjct: 


61 


Score 


= 111 



1 1 1 { I J 1 1 1 1 II I M 1 1 F 1 1 M M I llllllllllllllllllllllllllllllill 

TCCTCCTTATCTGCCTCTCTGGGAGAGAGAGTCAGTCTCACTTGTCGGGCAAGTCAGGAC 60 



lllllll II Mil I llllllll Mill I 
ATTGGTAATAGCTTAAACTGGCTTCAACAGGAGC 94 



Identities = 23/24 (95%), Positives = 23/24 (95%), Strand = Plus / Plus 

Query: 132 TAAACGCCTGATCTACGCCACATC 155 

I IIMIMIilMMIIIIIMI 
Sbjct: 106 TTAACGCCTGATCTACGCCACATC 129 

Score ~ 91 (25.1 bits). Expect = 1.5e-97, Sum P(5) = 1.5e-97 
Identities = 19/20 (95%), Positives = 19/20 (95%), Strand = Plus / Plus 

Query: 156 CAGTTTAGGTTCTGGTGTCC 175 

llllllll lllllllllll 
Sbjct: 129 CAGTTTAGATTCTGGTGTCC 148 

Score ~ 82 (22.7 bits). Expect = 1.5e-97, Sum P(5) = 1.5e-97 
Identities - 18/20 (90%), Positives = 18/20 (90%), Strand = Plus / Plus 



11D10 Light Chain NUCLEOTIDE - J2 



Query: 115 GAACCAGATGGAACTATTAA 134 

I I IIIIIIIIIIIIIIM 

Sbjct: 90 GGAGCAGATGGAACTATTAA 109 



>gb|M20832|MUSIGKCLN Mouse IgMk rearranged kappa light-chain mRNA variable 
region (V- J -kappa) anti-DNA autoantibody. 
Length = 413 

Plus Strand HSPs: 

Score - 1200 (331.6 bits). Expect = 1.2e-94, P = 1.2e-94 

Identities - 276/321 (85%), Positives = 276/321 (85%), Strand = Plus / Plus 

1 GACATCCAGATGACCCAGTCTCCATCCTCCTTATCTGCCTCTCTGGGACAAAGAGTCAGT 60 

llllllillllll IIIIIEIIill III I I II MINIUM I lllllllll 



CTCACTTGTCGGGCAAGTCAGGACATTGGTATTAACTTACATTGGCTTCAGCAGGAACCA 120 

III MM Mill Mllill MM I III III I III lllllll Mill 



Query: 


1 


Sbjct: 


93 


Query: 


61 


Sbjct: 


153 


Query: 


121 


Sbjct: 


213 


Query: 


181 


Sbjct: 


273 


Query: 


241 


Sbjct: 


333 


Query: 


301 


Sbjct: 


393 



GATGGAACTATTAAACGCCTGATCTACGCCACATCCAGTTTAGGTTCTGGTGTCCCCAAA 
I illlllMIIIIII IIMIIMM lllllllll Mil MIMMMIM I 



lllllllllllllll Ellllllllllllllllllllllllllllllllllll MUM 



IMMIIIM II MIMIMMMIM I I I IMIIIIIIIIIIIIIIII 



GGGACCAAGCTGGAAATAAAA 321 
lllllllllllllllllllll 



180 



>gb|U20061 (MMU20061 Mus musculus anti-DNA antibody immunoglobulin kappa chain 
mRNA, clone A6.1Vkappa, partial cds. 
Length = 324 

Plus Strand HSPs: 

Score - 1191 (329.1 bits), Expect = 8.2e-94, P = 8.2e-94 

Identities = 275/321 (85%), Positives = 275/321 (85%), Strand = Plus / Plus 

GACATCCAGATGACCCAGTCTCCATCCTCCTTATCTGCCTCTCTGGGACAAAGAGTCAGT 60 
llllllillllll lllilllllll III I I llllllillllll I lllllllll 



CTCACTTGTCGGGCAAGTCAGGACATTGGTATTAACTTACATTGGCTTCAGCAGGAACCA 120 

III IIIIIIIMI lllllll MM I III III I III Mllill Mill 

CTCTCTTGTCGGGCTAGTCAGGGCATTAGAGGTAATTTAGACTGGTATCAGCAGAAACCA 120 

GATGGAACTATTAAACGCCTGATCTACGCCACATCCAGTTTAGGTTCTGGTGTCCCCAAA 180 

I IIIMMMIIMI IMMIIIM lllllllll Mil MMMMIMI I 
GGTGGAACTATTAAACTCCTGATCTACTCCACATCCAATTTAAATTCTGGTGTCCCATCA 180 



MMMMMIMM MfMIMMMMIIIMIMIMMMMMMM MUM 



GAAGATTTTGTAGCCTATTACTGTCTACAATATGCTAGTTCTCCGTACACGTTCGGAGGG 300 

IIIIIIIMI II llllllillllllll II I III llllllllillll 
GAAGATTTTGCAGACTATTACTGTCTACAGCGTAATGCGTATCCTCTCACGTTCGGAGGG 300 

GGGACCAAGCTGGAAATAAAA 321 



Query: 


1 


Sbjct: 


1 


Query: 


61 


Sbjct: 


61 


Query: 


121 


Sbjct: 


121 


Query: 


181 


Sbjct: 


181 


Query: 


241 


Sbjct: 


241 


Query: 


301 



11D10 Light Chain NUCLEOTIDE - Ifi 



Sbjct: 301 GGGACCAAGCTGGAAATAAAA 321 



>gb|H33559|MUSIGKABE Mouse Ig rearranged kappa-chain mRNA V-J2-region, 
hybridoma A6.1, partial cds. 
Length = 321 

Plus Strand HSPs: 



Score = 1191 (329.1 bits), Expect - 8.3e-94, P = 8.3e-94 

Identities = 275/321 (85%), Positives - 275/321 (85%), Strand = Plus / Plus 



Query: 


1 


GACATCCAGATGACCCAGTCTCCATCCTCCTTATCTGCCTCTCTGGGACAAAGAGTCAGT 


60 




IIIIIIIIIIIII lllllllllll III I I Mlllllllllll I IIIIIIIII 




Sbjct: 


1 


GACATCCAGATGATTCAGTCTCCATCGTCCATGTTTGCCTCTCTGGGAGACAGAGTCAGT 


60 


Query: 


61 


CTCACTTGTCGGGCAAGTCAGGACATTGGTATTAACTTACATTGGCTTCAGCAGGAACCA 


120 




iii iiiiiiiii! mini mi i iii iii i iii mini inn 




Sbjct: 


61 


CTCTCTTGTCGGGCTAGTCAGGGCATTAGAGGTAATTTAGACTGGTATCAGCAGAAACCA 


120 


Query: 


121 


GATGGAACTATTAAACGCCTGATCTACGCCACATCCAGTTTAGGTTCTGGTGTCCCCAAA 


180 




i iiiiiiiiiiiiii iiiiiniii iiiiiiiii mi iiiiiiiiini i 




Sbjct: 


121 


GGTGGAACTATTAAACTCCTGATCTACTCCACATCCAATTTAAATTCTGGTGTCCCATCA 


180 


Query: 


181 


AGGTTCAGTGGCAGTAGGTCTGGGTCAGATTATTCTCTCACCATCAGCAGCCTTGAGTCT 


240 




Ellllllllllllll lllllllllllilllllllllllilllllllllllEI llllll 




Sbjct: 


181 


AGGTTCAGTGGCAGTGGGTCTGGGTCAGATTATTCTCTCACCATCAGCAGCCTAGAGTCT 


240 


Query: 


241 


GAAGATTTTGTAGCCTATTACTGTCTACAATATGCTAGTTCTCCGTACACGTTCGGAGGG 


300 




llllllllll II llllllllllimi II I III lllllltllllll 




Sbjct: 


241 


GAAGATTTTGCAGACTATTACTGTCTACAGCGTAATGCGTATCCTCTCACGTTCGGAGGG 


300 


Query: 


301 


GGGACCAAGCTGGAAATAAAA 321 






iiiiiniiiiiiEiiimi 




Sbjct: 


301 


GGGACCAAGCTGGAAATAAAA 321 





>gb|K00880|MUSIGKVE mouse ig kappa germline v gene: mope 173b. 
Length = 675 

Plus Strand HSPs: 



Score = 1180 (326.1 bits), Expect - 1.3e-91, P = 1.3e-91 

Identities = 260/290 (89%), Positives = 260/290 (89%) , Strand = Plus / Plus 

Query: 1 GACATCCAGATGACCCAGTCTCCATCCTCCTTATCTGCCTCTCTGGGACAAAGAGTCAGT 60 

llillllllllllllllllllllllllllllllllllllimilflt lllllllllll 
Sbjct: 325 GACATCCAGATGACCCAGTCTCGATCCTCCTTATCTGCCTCTCTGGGAGAAAGAGTCAGT 384 

Query: 61 CTCACTTGTCGGGCAAGTCAGGACATTGGTATTAACTTACATTGGCTTCAGCAGGAACCA 120 

iiiiiiii iiiiiiiiiiiiiiim i 1 1 m 1 1 1 r i ii 1 1 1 1 mil 

Sbjct: 385 CTCACTTGCCGGGCAAGTCAGGACATTCATGGTTATTTAAACTTGTTTCAGCAGAAACCA 444 

Query: 121 GATGGAACTATTAAACGCCTGATCTACGCCACATCCAGTTTAGGTTCTGGTGTCCCCAAA 180 

I II lllllllllll IIIIIIIII I llllll! Mill llllllllllll III 
Sbjct: 445 GGTGAAACTATTAAACACCTGATCTATGAAACATCCAATTTAGATTCTGGTGTCCCAAAA 504 

Query: 181 AGGTTCAGTGGCAGTAGGTCTGGGTCAGATTATTCTCTCACCATCAGCAGCCTTGAGTCT 240 

n i j 1 1 1 j 1 1 1 1 1 1 j 1 1 1 1 1 m 1 1 m 1 1 n j 1 1 e r f 1 1 1 1 in iiiiiiiiiiiiii 

Sbjct: 505 AGGTTCAGTGGCAGTAGGTCTGGGTCAGATTATTCTCTCATTATCGGCAGCCTTGAGTCT 564 
Query: 241 GAAGATTTTGTAGCCTATTACTGTCTACAATATGCTAGTTCTCCGTACAC 290 

IMIMIMI II illMIIMIIIIMIIIIMIIMIMM III 

Sbjct: 565 GAAGATTTTGCAGACTATTACTGTCTACAATATGCTAGTTCTCCTCCCAC 614 



>gb|ul6180|MMUl6180 Mus musculus anti-cardiolipin antibody CAL Ig light chain 
mRNA, partial cds. 



11D10 Light Chain NUCLEOTIDE - 19 



Query: 


1 


Sbjct: 


1 


Query: 


61 


Sbjct: 


61 


Query: 


121 


Sbjct: 


121 


Query: 


181 


Sbjct: 


181 


Query: 


241 


Sbjct: 


241 


Query: 


301 


Sbjct: 


301 



Length = 321 

Plus Strand HSPs: 

Score = 1137 (314.2 bits). Expect = 2.6e-89, P = 2.6e-89 

Identities = 269/321 (83%), Positives = 269/321 (83%), Strand = Plus / Plus 

GACATCCAGATGACCCAGTCTCCATCCTCCTTATCTGCCTCTCTGGGACAAAGAGTCAGT 60 

IMIIIIIIMII lllllllllll ill I I Mill HUM I IIIIIIIII 
GACATCCAGATGATTCAGTCTCCATCGTCCATGTTTGCCTTCCTGGGAGACAGAGTCAGT 60 

CTCACTTGTCG6GCAAGTCAGGACATTGGTATTAACTTACATTGGCTTCAGCAGGAACCA 1 20 

I Mllllllll lllllll II I III (|| I Ml MMIII Mill 
CCTTCTTGTCGGGCTAGTCAGGGCAAAAGAGGTAATTTAGACTGGTATCAGCAGAAACCA 120 

GATGGAACTATTAAACGCCTGATCTACGCCACATCCAGTTTAGGTTCTGGTGTCCCCAAA 1 80 

I MMMIMIMM I IIIIIIII IIIIIIIII MM Mlllllllll I 

GGTGGAACTATTAAACTCTTGATCTACTCCACATCCAATTTAAAATCTGGTGTCCCATCA 180 
AGGTTCAGTGGCAGTAGGTCTGGGTCAGATTATTCTCTCACCATCAGCAGCCTTGAGTCT 240 

MIMIIIIIMIII IIIIIIIMIIIIIIIIIIMIMMMMIM III MUM 

AGGTTCAGTGGCAGTGGGTCTGGGTCAGATTATTCTCTCACCATCAGCACCCTAGAGTCT 240 

GAAGATTTTGTAGCCTATTACTGTCTACAATATGCTAGTTCTCCGTACACGTTCGGAGGG 300 

Mllllllll II lllllllllllllll I I I IMIIMIMIIIIIIIM 
GAAGATTTTGCAGACTATTACTGTCTACAGCGTAATGCCTTTCCGTACACGTTCGGAGGG 300 

GGGACCAAGCTGGAAATAAAA 321 

IMIMIIIIIIMIIMIII 
GGGACCAAGCTGGAAATAAAA 321 

>emb|X03384|MMIGKGA3 Mouse mRNA for GAT (HP29) ant i- idiotypic Ab2 Ig (k) light 
chain against public idiotopes GAT antigen = Glu(60)Ala(30)Tyr(10) 
co-polymer 
Length = 276 

Plus Strand HSPs: 

Score = 1137 (314.2 bits). Expect = 3.0e-89, P = 3.0e-89 

Identities = 249/276 (90%), Positives - 249/276 (90%), Strand = Plus / Plus 

Query: 46 GGACAAAGAGTCAGTCTCACTTGTCGGGCAAGTCAGGACATTGGTATTAACTTACATTGG 105 

III Hill! IIIIIIIIIIIIIIIIIIIMIIMI Ml II II Mill I ill 

Sbjct: 1 GGAGAAAGAGAAAGTCTCACTTGTCGGGCAAGTCAGGATATTAGTGTTTACTTAAACTGG 60 

Query: 106 CTTCAGCAGGAACCAGATGGAACTATTAAACGCCTGATCTACGCCACATCCAGTTTAGGT 165 

A IIIIIIII III IIIIIIIIIIIIIIIIIIIIIIII III IIIIIIII Mill I 
Sbjct: 61 CTTCAGCAGAAACTAGATGGAACTATTAAACGCCTGATTTACAGCACATCCATTTTAGAT 120 

Query: 166 TCTGGTGTCCCCAAAAGGTTCAGTGGCAGTAGGTCTGGGTCAGATTATTCTCTCACCATC 225 

_ lllllllllll IIIIIIIIIIIIIIIIIIIMIIMI llllllllllllllllllll 

Sbjct: 121 TCTGGTGTCCCAAAAAGGTTCAGTGGCAGTAGGTCTGGAACAGATTATTCTCTCACCATC 180 
Query: 226 AGCAGCCTTGAGTCTGAAGATTTTGTAGCCTATTACTGTCTACAATATGCTAGTTCTCCG 285 

, Q1 I MIMI MIIIIIIIIMIMI II Mill 1 1 1 1 1 1 MlllllflMMIMII 

Sbjct: 181 AACAGCCTAGAGTCTGAAGATTTTGCAGACTATTTCTGTCTCCAATATGCTAGTTCTCCG 240 
Query: 286 TACACGTTCGGAGGGGGGACCAAGCTGGAAATAAAA 321 

_ I III IIIIIIIIIIIIIIIMIIIIIIIIIIIII 

Sbjct: 241 TTCACATTCGGAGGGGGGACCAAGCTGGAAATAAAA 276 

>gb|U19327|MMUl9327 Mus musculus inmunoglobulin kappa light chain variable 
region mRNA, clone MRL2-17, partial cds. 
Length - 261 . 

Plus Strand HSPs: 



11D10 Light Chain NUCLEOTIDE - 2Q 



Score = 1129 (312.0 bits). Expect = 1.5e-88, P = 1.5e-88 



GTCAGTCTCACTTGTCGGGCAAGTCAGGACATTGGTATTAACTTACATTGGCTTCAGCAG 1 14 

lllllllilllllllllilimillllllMIIIII II INI I llllllllllll 
GTCAGTCTCACTTGTCGGGCAAGTCAGGACATTGGTAATAGCTTAAACTGGCTTCAGCAG 60 



lllllllllllll llllllllllilllllll illlllllll! Mil II II MM 

GAACCAGATGGAAATATTAAACGCCTGATCTATGCCACATCCAGATTAGATTTTGATGTC 1 20 



III MMIIIMMIIIMMIIIMMMIIMMEMMIIMIMIMMIMIM 

CCCGAAAGGTTCAGTGGCAGTAGGTCTGGGTCAGATTATTCTCTCACCATCAGCAGCCTT 180 



1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 llllllllllllllllllll Mill Mil lllllll 

GAGTCTGAAGATTTTGTAGACTATTACTGTCTACAATATGGTAGTTTTCCGCTCACGTTC 240 



II I I M 1 1 M 1 1 1 1 1 1 1 

GGTGCTGGGACCAAGCTGGA 260 



Identities 


Query: 


55 


Sbjct: 


1 


Query: 


115 


Sbjct: 


61 


Query: 


175 


Sbjct: 


121 


Query: 


235 


Sbjct: 


181 


Query: 


295 


Sbjct: 


241 



>gb|Ul9326|MMLI19326 Mus musculus immunoglobulin kappa light chain variable 
region mRNA, clone MRL2-169, partial cds. 
Length = 246 

Plus Strand HSPs: 

Score - 1086 (300.1 bits), Expect = 5.9e-85, P = 5.9e-85 

Identities = 230/246 (93%), Positives = 230/246 (93%), Strand - Plus / Plus 



Query: 


67 


Sbjct: 


1 


Query: 


127 


Sbjct: 


61 


Query: 


187 


Sbjct: 


121 


Query: 


247 


Sbjct: 


181 


Query: 


307 


Sbjct: 


241 



IMIIMIIMIMMMIIIMM II 111! I IMIMMMIMMIMMIMI 

TGTCGGGCAAGTCAGGACATTGGTAGTAGCTTAAACTGGCTTCAGCAGGAACCAGATGGA 60 



IIIIIIIIIIIIIIIIIIMIIIIIIilllM MM MMMMIMM MINIM 

ACTATTAAACGCCTGATCTACGCCACATCCAGATTAGATTCTGGTGTCCCCGAAAGGTTC 1 20 



IMIMIIMIIMMMIMMMMMIMMIMMIMMIIMEIMMIMMI 

AGTGGCAGTAGGTCTGGGTCAGATTATTCTCTCACCATCAGCAGCCTTGAGTCTGAAGAT 1 80 



lllllll IMIMIIMI MINIM Mill MM II I MUM 

TTTGTAGACTATTACTGTCAACAATATGGTAGTTTTCCGCTCACGTTCGGTGCTGGGACC 240 



MUM 
AAGCTG 246 



>gb|M36236|MUSIGLAEQ Mouse Ig kappa-chain mRNA V region, partial cds, from 
hybridoma H130-5VK. 
Length =317 

Plus Strand HSPs: 



Score = 1027 (283.8 bits), Expect = 3.7e-80, P = 3.7e-80 

Identities = 255/317 (80%), Positives = 255/317 (80%), Strand = Plus / 



Plus 



Query: 
Sbjct: 
Query: 



1 GACATCCAGATGACCCAGTCTCCATCCTCCTTATCTGCCTCTCTGGGACAAAGAGTCAGT 60 

II IMIMIIMI Ell II IMillll I MMMIIMIMM I lllllll 

1 GATATCCAGATGACACAGACTACATCCTCCCTGTCTGCCTCTCTGGGAGACAGAGTCACC 60 



61 CTCACTTGTCGGGCAAGTCAGGACATTGGTATTAACTTACATTGGCTTCAGCAGGAACCA 
Ml III I Illlllllll MM I I I I III I III lllllll Mill 



120 



11D10 Light Chain NUCLEOTIDE - 21 



Sbjct: 61 ATCAGTTGCAGTGCAAGTCAGGGCATTAGCAATTATTTAAACTGGTATCAGCAGAAACCA 120 
Query: 121 GATGGAACTATTAAACGCCTGATCTACGCCACATCCAGTTTAGGTTCTGGTGTCCCCAAA 180 

lllllllll Mill! lillltlll llllll llllll II II Mill I 

Sbjct: 121 GATGGAACTGTTAAACTCCTGATCTATTACACATCAAGTTTACACTCAGGAGTCCCATCA 180 
Query: 181 AGGTTCAGTGGCAGTAGGTCTGGGTCAGATTATTCTCTCACCATCAGCAGCCTTGAGTCT 240 

lllllllllllllll MINIM IMIMMIIIIIIIIIIMMM III II II 

Sbjct: 181 AGGTTCAGTGGCAGTGGGTCTGGGACAGATTATTCTCTCACCATCAGCAACCTGGAACCT 240 

Query: 241 GAAGATTTTGTAGCCTATTACTGTCTACAATATGCTAGTTCTCCGTACACGTTCGGAGGG 300 

llllll III I II II Mil M III II lllllllllllllllllll 
Sbjct: 241 GAAGATATTGCCACTTACTATTGTCAGCAGTATAGTAAGCTTCCGTACACGTTCGGAGGG 300 

Query: 301 GGGACCAAGCTGGAAAT 317 

lllllllllllllllil 
Sbjct: 301 GGGACCAAGCTGGAAAT 317 

>gb|M84436|HUSIGLBM House rearranged light chain variable region gene sequence. 
Length = 360 

Plus Strand HSPs: 

Score = 1011 (279.4 bits). Expect = 7.0e-79, P = 7.0e-79 

Identities ~ 255/321 (79%), Positives = 255/321 (79%), Strand - Plus / Plus 

GACATCCAGATGACCCAGTCTCCATCCTCCTTATCTGCCTCTCTGGGACAAAGAGTCAGT 60 

II f I f J I M I I I llllll IMMIII I lllllllllllllll I lllllll 
GATGTCCAGATGACACAGTCTACATCCTCCCTGTCTGCCTCTCTGGGAGACAGAGTCACC 69 

CTCACTTGTCGGGCAAGTCAGGACATTGGTATTAACTTACATTGGCTTCAGCAGGAACCA 1 20 

III Ml I llllllllll MM I I I I III I III lllllll Mill 

ATCAGTTGCAGTGCAAGTCAGGGCATTAGCAATTATTTAAACTGGTATCAGCAGAAACCA 1 29 

GATGGAACTATTAAACGCCTGATCTACGCCACATCCAGTTTAGGTTCTGGTGTCCCCAAA 180 

lllllllll llllll lllllllll llllll llllll II II Mill I 
GATGGAACTGTTAAACTCCTGATCTATTACACATCAAGTTTACACTCAGGAGTCCCATCA 189 

AGGTTCAGTGGCAGTAGGTCTGGGTCAGATTATTCTCTCACCATCAGCAGCCTTGAGTCT 240 

iiiiiiiiiiiiiii iiiiiiii 1 1 1 j i r ii m m m 1 1 1 1 r 1 1 1 1 r m n n 

AGGTTCAGTGGCAGTGGGTCTGGGACAGATTATTCTCTCACCATCAGCAACCTGGAACCT 249 
GAAGATTTTGTAGCCTATTACTGTCTACAATATGCTAGTTCTCCGTACACGTTCGGAGGG 300 

llllll III I Mill MM llllll II Mill IIIIIIII II 

GAAGATGTTGCCACTTATTATTGTCAGCAATATAGTAAGGTTCCGTGGACGTTCGGTGGA 309 

GGGACCAAGCTGGAAATAAAA 321 
II llllllllllllll III 



>gb|M27793|MUSIGICCPW Mouse Ig active kappa-chain mRNA V-J5 region, clone 18C10. 
Length = 345 

Plus Strand HSPs: 

Score = 1011 (279.4 bits), Expect = 7.3e-79, P = 7.3e-79 

Identities = 255/321 (79%), Positives = 255/321 (79%), Strand = Plus / Plus 

Query: 1 GACATCCAGATGACCCAGTCTCCATCCTCCTTATCTGCCTCTCTGGGACAAAGAGTCAGT 60 



Query: 


1 


Sbjct: 


10 


Query: 


61 


Sbjct: 


70 


Query: 


121 


Sbjct: 


130 


Query: 


181 


Sbjct: 


190 


Query: 


241 


Sbjct: 


250 


Query: 


301 


Sbjct: 


310 



II lllllllllll III II IIIIIIII l lllllllllllllll l lllllll 



Sbjct: 19 GATATCCAGATGACACAGACTACATCCTCCCTGTCTGCCTCTCTGGGAGACAGAGTCACC 78 
Query: 61 CTCACTTGTCGGGCAAGTCAGGACATTGGTATTAACTTACATTGGCTTCAGCAGGAACCA 120 

Ml III MMMMMMIMM I I I I III I III lllllll Mill 

Sbjct: 79 ATCAGTTGCAGGGCAAGTCAGGACATTAGCAATTATTTAAACTGGTATCAGCAGAAACCA 138 
Query: 121 GATGGAACTATTAAACGCCTGATCTACGCCACATCCAGTTTAGGTTCTGGTGTCCCCAAA 180 



11D10 Light Chain NUCLEOTIDE - 22 



iiiiiiiii iiiiM 1 1 1 1 1 1 1 r i r mill n in ii n inn i 

Sbjct: 139 GATGGAACTGTTAAACTCCTGATCTACTACACATCAAGATTACACTCAGGAGTCCCATCA 198 

Query: 181 AGGTTCAGTGGCAGTAGGTCTGGGTCAGATTATTCTCTCACCATCAGCAGCCTTGAGTCT 240 

lllllllllllllll MINI! Illllllllllllllllll MM III III 
Sbjct: 199 AGGTTCAGTGGCAGTGGGTCTGGAACAGATTATTCTCTCACCATTAGCAACCTGGAGCAA 258 

Query: 241 GAAGATTTTGTAGCCTATTACTGTCTACAATATGCTAGTTCTCCGTACACGTTCGGAGGG 300 

MINI III I II I II I III I II Illllllllllllllllll 
Sbjct: 259 GAAGATATTGCCACTTACTTTTGCCAACAGGGTAATACGCTTCCGTACACGTTCGGAGGG 318 

Query: 301 GGGACCAAGCTGGAAATAAAA 321 

lllllllllllllllllllll 
Sbjct: 319 GGGACCAAGCTGGAAATAAAA 339 

>gb]M63611 |MUSIGKAVD Mouse Ig rearranged kappa-chain (V-IdCR J2) gene V10-J 

region, hybridoma KL2.29, partial cds. >gb|M63612|MUSIGKAVE Mouse 
Ig rearranged kappa-chain (V-IdCR J2) gene V10-J region, hybridoma 
KL2.33, partial cds. >gb|M63613|MUSIGKAVF Mouse Ig rearranged 
kappa-chain (V-IdCR J2) gene V10-J region, hybridoma KL3.8, partial 
cds. >emb|X55044|MMIGKL229 M.musculus gene for immunoglobulin kappa 
light chain variable region (KL2.29) >emb|X55045|MHIGKL233 
M.musculus gene for immunoglobulin kappa light chain variable 
region (KL2.33) >emb|X55046|MMIGKL38 M.musculus gene for 
immunoglobulin kappa light chain variable region (10.3.8) 
Length - 324 

Plus Strand HSPs: 

Score = 1011 (279.4 bits), Expect = 7.7e-79, P = 7.7e-79 

Identities = 255/321 (79%), Positives = 255/321 (79%), Strand = Plus / Plus 

GACATCCAGATGACCCAGTCTCCATCCTCCTTATCTGCCTCTCTGGGACAAAGAGTCAGT 60 

II lllllllllll III II llllllll I lllllllllllllll I IIMMI 
GATATCCAGATGACACAGACTACATCCTCCCTGTCTGCCTCTCTGGGAGACAGAGTCACC 60 

CTCACTTGTCGGGCAAGTCAGGACATTGGTATTAACTTACATTGGCTTCAGCAGGAACCA 1 20 

HI III MlllilllUIIIII I I I I III I III IIMMI Mill ' 

ATCAGTTGCAGGGCAAGTCAGGACATTAGCAATTATTTAAACTGGTATCAGCAGAAACCA 1 20 

GATGGAACTATTAAACGCCTGATCTACGCCACATCCAGTTTAGGTTCTGGTGTCCCCAAA 180 

IIIIIIIII IIIIM llllllllll HUM II III II II Mill I 
GATGGAACTGTTAAACTCCTGATCTACTACACATCAAGATTACACTCAGGAGTCCCATCA 1 80 

AGGTTCAGTGGCAGTAGGTCTGGGTCAGATTATTCTCTCACCATCAGCAGCCTTGAGTCT 240 

lllllllllllllll lllllll Illllllllllllllllll MM III Ml 

AGGTTCAGTGGCAGTGGGTCTGGAACAGATTATTCTCTCACCATTAGCAACCTGGAGCAA 240 
GAAGATTTTGTAGCCTATTACTGTCTACAATATGCTAGTTCTCCGTACACGTTCGGAGGG 300 

llllll III MM II I III f II Illllllllllllllllll 

GAAGATATTGCCACTTACTTTTGCCAACAGGGTAATACGCTTCCGTACACGTTCGGAGGG 300 

GGGACCAAGCTGGAAATAAAA 321 
lllllllllllllllllllll 



Query: 


1 


Sbjct: 


1 


Query: 


61 


Sbjct: 


61 


Query: 


121 


Sbjct: 


121 


Query: 


181 


Sbjct: 


181 


Query: 


241 


Sbjct: 


241 


Query: 


301 


Sbjct: 


301 



>gb|M63609|MUSIGKAVB Mouse Ig rearranged kappa-chain (V-IdCR J1) gene V10-J 
region, hybridoma KL2.21, partial cds. >efnb|X55042|MMIGKL221 
M.musculus gene for immunoglobulin kappa light chain variable 
region (KL2.21) 
Length = 321 

Plus Strand HSPs: 

Score = 832 (229.9 bits), Expect = 2.6e-78, Sum P(2) - 2.6e-78 

Identities = 212/269 (78%), Positives = 212/269 (78%), Strand «* Plus / Plus 



11D10 Light Chain NUCLEOTIDE - 23 



Query: 


1 


Sbjct: 


1 


Query: 


61 


Sbjct: 


61 


Query: 


121 


Sbjct: 


121 


Query: 


181 


Sbjct: 


181 


Query: 


241 


Sbjct: 


241 


Score 


= 184 


Identities : 


Query: 


242 


Sbjct: 


239 


Query: 


302 


Sbjct: 


299 



GACATCCAGATGACCCAGTCTCCATCCTCCTTATCTGCCTCTCTGGGACAAAGAGTCAGT 60 

i! iiiiimin ill ii iiiiiiu i iiiiiiiniiiiii i Minn 

GATATCCAGATGACACAGACTACATCCTCCCTGTCTGCCTCTCTGGGAGACAGAGTCACC 60 

CTCACTTGTCGGGCAAGTCAGGACATTGGTATTAACTTACATTGGCTTCAGCAGGAACCA 1 20 
III III IIIIMIIIIIIIIIII I I I I III I III lllllll Mill 



GATGGAACTATTAAACGCCTGATCTACGCCACATCCAGTTTAGGTTCTGGTGTCCCCAAA 180 

llllllllf llllll MINIMI llllll II III II II (MM I 

GATGGAACTGTTAAACTCCTGATCTACTACACATCAAGATTACACTCAGGAGTCCCATCA 1 80 



1 1 1 1 M 1 1 1 J 1 1 1 F I lllllll lllllllllllllllllll INI III Ml 

AGGTTCAGTGGCAGTGGGTCTGGAACAGATTATTCTCTCACCATTAGCAACCTGGAGCAA 240 

GAAGATTTTGTAGCCTATTACTGTCTACA 269 
llllll III I II I Ml III 



MM I I III Mill I III I Ml I I I II MINIM II I 

AAGAAGATATTGCCACTTACTTTTGCCAACAGGGTAATACGCTGTGGACGTTCGGTGGAG 298 
GGACCAAGCTGGAAATAAAA 321 

I IMMIMMMM III 

GCACCAAGCTGGAAATCAAA 318 

>gb|U20820[MMU20820 Mus muse u I us Ig Fab F9.13.7 light chain mRNA, partial cds. 
Length = 330 

Plus Strand HSPs: 

Score - 993 (274.4 bits), Expect = 2.4e-77, P = 2.4e-77 

Identities = 253/321 (78%), Positives = 253/321 (78%), Strand = Plus / Plus 

GACATCCAGATGACCCAGTCTCCATCCTCCTTATCTGCCTCTCTGGGACAAAGAGTCAGT 60 

II 'II I 1 1 1 1 1 1 1 1 1 II llllllll I lllllllllllllll I lllllll 
GAGCTCGTGATGACCCAGACTACATCCTCCCTGTCTGCCTCTCTGGGAGACAGAGTCACC 66 

CTCACTTGTCGGGCAAGTCAGGACATTGGTATTAACTTACATTGGCTTCAGCAGGAACCA 1 20 

III MM IIIIIIIIIIIIIIIII I I I I III I Ml MM II Mill 

ATCAGTTGTAGGGCAAGTCAGGACATTAGCAATTATTTAAACTGGTATCAGAAGAAACCA 1 26 
GATGGAACTATTAAACGCCTGATCTACGCCACATCCAGTTTAGGTTCTGGTGTCCCCAAA 180 

IMIMIII llllll MINIUM llllll II III II M Mill I 

GATGGAACTGTTAAACTCCTGATCTACTACACATCAAGATTACACTCAGGAGTCCCATCA 186 

AGGTTCAGTGGCAGTAGGTCTGGGTCAGATTATTCTCTCACCATCAGCAGCCTTGAGTCT 240 

lllllllllllllll llllllll lllllllllllllllllll II I III III 
AGGTTCAGTGGCAGTGGGTCTGGGACAGATTATTCTCTCACCATTAGAAACCTGGAGCAA 246 

GAAGATTTTGTAGCCTATTACTGTCTACAATATGCTAGTTCTCCGTACACGTTCGGAGGG 300 

llllll III I II I II I III I II lllllllllllllllllll 
GAAGATATTGCCACTTACTTTTGCCAACAGGGTTATACGCTTCCGTACACGTTCGGAGGG 306 

GGGACCAAGCTGGAAATAAAA 321 
MIIMIMIIMMIIMM 



>gb|M36261 |HUSIGLAFP Mouse Ig kappa-chain mRNA V region, partial cds, from 
hybridoma L2-10C1. 
Length = 321 



Query: 


1 


Sbjct: 


7 


Query: 


61 


Sbjct: 


67 


Query: 


121 


Sbjct: 


127 


Query: 


181 


Sbjct: 


187 


Query: 


241 


Sbjct: 


247 


Query: 


301 


Sbjct: 


307 



11D10 Light Chain NUCLEOTIDE - 24 



Plus Strand HSPs: 



Score = 993 (274.4 bits). Expect = 2.5e-77 f P = 2.5e-77 

Identities = 253/321 (78%), Positives = 253/321 (78%), Strand = Plus / Plus 

GACATCCAGATGACCCAGTCTCCATCCTCCTTATCTGCCTCTCTGGGACAAAGAGTCAGT 60 

I! illllllllll Ml II MINIM I MIMIMMMIM I lllllll 

GATATCCAGATGACACAGACTACATCCTCCCTGTCTGCCTCTCTGGGAGACAGAGTCACC 60 
CTCACTTGTCGGGCAAGTCAGGACATTGGTATTAACTTACATTGGCTTCAGCAGGAACCA 1 20 

III III I llllllllll MM I I I MM I III lllllll Mill 

ATCAGTTGCAGTGCAAGTCAGGGCATTAGCAATTATTTAAACTGGTATCAGCAGAAACCA 1 20 
GATGGAACTATTAAACGCCTGATCTACGCCACATCCAGTTTAGGTTCTGGTGTCCCCAAA 180 

MINIMI MUM MINIMI MINI MINI II II INN I 

GATGGAACTGTTAAACTCCTGATCTATTACACATCAAGTTTACACTCAGGAGTCCCATCA 180 



MIMIIMMMM llllllll 1 1 F I j 1 1 1 1 M I M 1 1 1 J I M 1 1 1 III II II 

AGGTTCAGTGGCAGTGGGTCTGGGACAGATTATTCTCTCACCATCAGCAACCTGGAACCT 240 
GAAGATTTTGTAGCCTATTACTGTCTACAATATGCTAGTTCTCCGTACACGTTCGGAGGG 300 

llllll III I II II MM II III II IMM llllllll II 

GAAGATATTGCCACTTACTATTGTCAGCAGTATAGTAAGCTTCCGTGGACGTTCGGTGGA 300 



Query: 


1 


Sbjct: 


1 


Query: 


61 


Sbjct: 


61 


Query: 


121 


Sbjct: 


121 


Query: 


181 


Sbjct: 


181 


Query: 


241 


Sbjct: 


241 


Query: 


301 


Sbjct: 


301 



II MMMIMIMM III 

GGCACCAAGCTGGAAATCAAA 321 



>gb|M63614|MUSIGKAVG Mouse Ig rearranged kappa-chain (V-IdCR J1) gene V10-J 

region, hybridoma KL4A1 , partial cds. >gb|M63616|MUSIGKAVI Mouse Ig 
rearranged kappa-chain (V-IdCR J1) gene V10-J region, hybridoma 
KL4C8, partial cds. >entb|X55047|MMIGKL4A1 M.muscuLus gene for 
immunoglobulin kappa light chain variable region (KL4A1) 
Length - 321 

Plus Strand HSPs: 



Score - 832 (229.9 bits). Expect = 8.0e-77, Sum P(2) = 8.0e-77 

Identities = 212/269 (78%), Positives = 212/269 (78%), Strand = Plus / Plus 

GACATCCAGATGACCCAGTCTCCATCCTCCTTATCTGCCTCTCTGGGACAAAGAGTCAGT 60 

II IMMMIMI III II IMIIII! I MMMMIIIMM I lllllll 
GATATCCAGATGACACAGACTACATCCTCCCTGTCTGCCTCTCTGGGAGACAGAGTCACC 60 

CTCACTTGTCGGGCAAGTCAGGACATTGGTATTAACTTACATTGGCTTCAGCAGGAACCA 120 

III III IMMMIMMIMM I I I MM I III MINN Mill 

ATCAGTTGCAGGGCAAGTCAGGACATTAGCAATTATTTAAACTGGTATCAGCAGAAACCA 1 20 
GATGGAACTATTAAACGCCTGATCTACGCCACATCCAGTTTAGGTTCTGGTGTCCCCAAA 180 

IMIIIMI llllll 1 1 1 1 f 1 1 1 1 1 MUM II III II II Mill I 

GATGGAACTGTTAAACTCCTGATCTACTACACATCAAGATTACACTCAGGAGTCCCATCA 1 80 
AGGTTCAGTGGCAGTAGGTCTGGGTCAGATTATTCTCTCACCATCAGCAGCCTTGAGTCT 240 

1 1 1 1 1 1 1 1 i 1 1 1 1 1 1 lllllll lllllllllllllllllll MM III III 

AGGTTCAGTGGCAGTGGGTCTGGAACAGATTATTCTCTCACCATTAGCAACCTGGAGCAA 240 

GAAGATTTTGTAGCCTATTACTGTCTACA 269 

llllll III I II I II I III 
GAAGATATTGCCACTTACTTTTGCCAACA 269 



Identities = 54/80 (67X), Positives = 54/80 (67%), Strand - Plus / Plus 
Query: 242 AAGATTTTGTAGCCTATTACTGTCTACAATATGCTAGTTCTCCGTACACGTTCGGAGGGG 301 

„ a MM I I Ml Mill I III I I II I I I llllllll II I 

Sbjct: 239 AAGAAGATATTGCCACTTACTTTTGCCAACAGGGTAATACGCTTCGGACGTTCGGTGGAG 298 



Query: 


1 


Sbjct: 


1 


Query: 


61 


Sbjct: 


61 


Query: 


121 


Sbjct: 


121 


Query: 


181 


Sbjct: 


181 


Query: 


241 


Sbjct: 


241 


Score = 


166 



11D10 Light Chain NUCLEOTIDE - 



25 



Query: 302 GGACCAAGCTGGAAATAAAA 321 

I llllllllllllll III 
Sbjct: 299 GCACCAAGCTGGAAATCAAA 318 

>emb|X70090|MMNL4H10 M.musculus NL4H10 nfiNA for immunoglobulin light chain, 
variable region 
Length - 321 

Plus Strand HSPs: 

Score = 986 (272.4 bits), Expect = 9.4e-77, P = 9.4e-77 

Identities = 252/321 (78%) ( Positives = 252/321 (78%), Strand = Plus / Plus 

GACATCCAGATGACCCAGTCTCCATCCTCCTTATCTGCCTCTCTGGGACAAAGAGTCAGT 60 

ii minimi m n mini i iniiiimiiiii i mini 

GATATCCAGATGACACAGACTACATCCTCCCTGTCTGCCTCTCTGGGAGACAGAGTCACC 60 

CTCACTTGTCGGGCAAGTCAGGACATTGGTATTAACTTACATTGGCTTCAGCAGGAACCA 1 20 

III lit llllllllillllilll I I I I Mill IN mini IN I 
ATCAGTTGCAGGGCAAGTCAGGACATTAGCAATTATTTACACTGGTATCAGCAGAAACAA 1 20 

GATGGAACTATTAAACGCCTGATCTACGCCACATCCAGTTTAGGTTCTGGTGTCCCCAAA 180 

MINIMI IMIII MINIMI KM || III III || HIM I 

GATGGAACTGTTAAACTNCTGATCTACTACACACTAAGATTACATTCAGGAGTCCCATCA 180 
AGGTTCAGTGGCAGTAGGTCTGGGTCAGATTATTCTCTCACCATCAGCAGCCTTGAGTCT 240 

iiimiiimiii 1 1 1 1 1 1 1 iiiiiiiiiiiiiimii mi in in 

AGGTTCAGTGGCAGTGGGTCTGGAACAGATTATTCTCTCACCATTAGCAACCTGGAGCAA 240 

GAAGATTTTGTAGCCTATTACTGTCTACAATATGCTAGTTCTCCGTACACGTTCGGAGGG 300 

Illlll IN I II I II I III I II lllllllllllllllllll 
GAAGATATTGCCACTTACTTTTGCCAACAGGCTAATACGCTTCCGTACACGTTCGGAGGG 300 

GGGACCAAGCTGGAAATAAAA 321 

lllllllllllllll Mill 
GGGACCAAGCTGGAATTAAAA 321 

>gb|M60020|MUSIGKAAAM Mouse Ig kappa chain mRNA V-J region, 5' end. 
Length - 395 

Plus Strand HSPs: 

Score = 984 (271.9 bits), Expect = 1.1e-76, P = 1.1e-76 

Identities = 252/321 (78%), Positives = 252/321 (78%), Strand = Plus / Plus 

Query: 1 GACATCCAGATGACCCAGTCTCCATCCTCCTTATCTGCCTCTCTGGGACAAAGAGTCAGT 60 

„ II 1 1 1 1 M I J 1 1 1 III II MINIM I lllllflllllllll I 1 1 i r 1 1 1 

Sbjct: 72 GATATCCAGATGACACAGACTACATCCTCCCTGTCTGCCTCTCTGGGAGACAGAGTCACC 131 

Query: 61 CTCACTTGTCGGGCAAGTCAGGACATTGGTATTAACTTACATTGGCTTCAGCAGGAACCA 120 

, III IN I Mllililll MM III I I III I III lllllll Mill 
Sbjct: 132 ATCAGTTGCAGTGCAAGTCAGGGCATTAGTAATTATTTAAACTGGTATCAGCAGAAACCA 191 

Query: 121 GATGGAACTATTAAACGCCTGATCTACGCCACATCCAGTTTAGGTTCTGGTGTCCCCAAA 180 

MiiMMi mm iiiiiiiii linn n m n n inii i 

Sbjct: 192 GATGGAACTGTTAAACTCCTGATCTATTACACATCAAGATTACACTCAGGAGTCCCATCA 251 
Query: 181 AGGTTCAGTGGCAGTAGGTCTGGGTCAGATTATTCTCTCACCATCAGCAGCCTTGAGTCT 240 

_ lllllllllllllll llllllll lllllllllillllllllllllM III II II 

Sbjct: 252 AGGTTCAGTGGCAGTGGGTCTGGGACAGATTATTCTCTCACCATCAGCAACCTGGAACCT 311 
Query: 241 GAAGATTTTGTAGCCTATTACTGTCTACAATATGCTAGTTCTCCGTACACGTTCGGAGGG 300 

,„ Illlll III I MM MM II III II I II I IMMIIII I 

Sbjct: 312 GAAGATATTGCCACTTATTTTTGTCAGCAGTATAGTAAGTTCCCATTCACGTTCGGCTCG 371 
Query: 301 GGGACCAAGCTGGAAATAAAA 321 

mil iii milium 



Query: 


1 


Sbjct: 


1 


Query: 


61 


Sbjct: 


61 


Query: 


121 


Sbjct: 


121 


Query: 


181 


Sbjct: 


181 


Query: 


241 


Sbjct: 


241 


Query: 


301 


Sbjct: 


301 



11D10 Light Chain NUCLEOTIDE - 26 



Sbjct: 372 GGGACAAAGTTGGAAATAAAA 392 

>gb[S50261 |S50261 Ig VL=anti-CD4 mAb M-T151 variable region Light chain <J2, 
chimeric antibody} [mice, hybridoma cells, mRNA Partial, 381 nt] . 
Length = 381 

Plus Strand HSPs: 

Score = 984 (271.9 bits). Expect - 1.2e-76, P = 1.2e-76 

Identities = 252/321 (78%), Positives = 252/321 (78%), Strand = Plus / Plus 

GACATCCAGATGACCCAGTCTCCATCCTCCTTATCTGCCTCTCTGGGACAAAGAGTCAGT 60 

ii iiiiiiiiiii iii ii mini i iiiiiniiiiiiii i iiiiiii 

GATATCCAGATGACACAGACTATATCCTCCCTCTCTGCCTCTCTGGGAGACAGAGTCACC 1 20 
CTCACTTGTCGGGCAAGTCAGGACATTGGTATTAACTTACATTGGCTTCAGCAGGAACCA 1 20 

iii iii iiiiiiiiiiiiiiiii ii i iii iii iiiiiii inn 

ATCAGT T GCAGG GCAAGTCAG GACAT T AACAATTAT T TAAGC TGGTAT CAGCAGAAACCA 180 
GATGGAACTATTAAACGCCTGATCTACGCCACATCCAGTTTAGGTTCTGGTGTCCCCAAA 180 

MINIMI MINI llllllilll MINI II Ml III II Mill I 

GATGGAACTGTTAAACTCCTGATCTACTACACATCAAGATTACATTCAGGAGTCCCATCA 240 
AGGTTCAGTGGCAGTAGGTCTGGGTCAGATTATTCTCTCACCATCAGCAGCCTTGAGTCT 240 

MIIIIMIIIIM I M I E J I r 1 1 j 1 1 1 1 i 1 1 1 1 1 j M 1 1 I II Ml III 

AGGTTCAGTGGCAGTGGGTCTGGAACAGATTATTCTCTCACCATTACCAACCTGGAGCAA 300 
GAAGATTTTGTAGCCTATTACTGTCTACAATATGCTAGTTCTCCGTACACGTTCGGAGGG 300 

MUM III I II I If I III I II MMIIMIMMIIIMI 

GAAGATGTTGCCACTTACTTTTGCCAACAGGGTAATACGCTTCCGTACACGTTCGGAGGG 360 
GGGACCAAGCTGGAAATAAAA 321 

i 1 1 1 j I j 1 1 M i I E I 

GGGACCAAGCTGGAAATAAAA 381 



>gb|M84440|MUSIGLCC Mouse rearranged light chain variable region gene sequence. 
Length = 360 

Plus Strand HSPs: 

Score = 984 (271.9 bits). Expect = 1.2e-76, P = 1.2e-76 

Identities = 252/321 (78%), Positives = 252/321 (78%), Strand = Plus / Plus 

GACATCCAGATGACCCAGTCTCCATCCTCCTTATCTGCCTCTCTGGGACAAAGAGTCAGT 60 

II II MUM Ml M IMMIM I MMIMIIIIMM I IIIIIII 

GATGTCATGATGACACAGACTACATCCTCCCTGTCTGCCTCTCTGGGAGACAGAGTCACC 69 
CTCACTTGTCGGGCAAGTCAGGACATTGGTATTAACTTACATTGGCTTCAGCAGGAACCA 1 20 

III III I llllllilll MM I I I I III I Ml IIIIIII Mill 

ATCAGTTGCAGTGCAAGTCAGGGCATTAGCAATTATTTAAACTGGTATCAGCAGAAACCA 129 
GATGGAACTATTAAACGCCTGATCTACGCCACATCCAGTTTAGGTTCTGGTGTCCCCAAA 180 

iiiiiiiii mum iiiiiMii linn Mini ii ii mil i 



lllllllllllllll llllllll llllllllllllllllllllllll Ml II II 



GAAGATTTTGTAGCCTATTACTGTCTACAATATGCTAGTTCTCCGTACACGTTCGGAGGG 300 

llllll Ml I Mill MM llllll II Mill llllllll II 



Query: 


1 


Sbjct: 


61 


Query: 


61 


Sbjct: 


121 


Query: 


121 


Sbjct: 


181 


Query: 


181 


Sbjct: 


241 


Query: 


241 


Sbjct: 


301 


Query: 


301 


Sbjct: 


361 



Query: 


1 


Sbjct: 


10 


Query: 


61 


Sbjct: 


70 


Query: 


121 


Sbjct: 


130 


Query: 


181 


Sbjct: 


190 


Query: 


241 


Sbjct: 


250 


Query: 


301 


Sbjct: 


310 



II llllllllllllll III 




11D10 Light Chain NUCLEOTIDE - 2Z 



Query: 


1 


Sbjct: 


1 


Query: 


61 


Sbjct: 


61 


Query: 


121 


Sbjct: 


121 


Query: 


181 


Sbjct: 


181 


Query: 


241 


Sbjct: 


241 


Query: 


301 


Sbjct: 


301 



>emb|X65095|MMIGLCl51 H.musculus mRNA for IG light chain VJ region (M-T151) 
Length = 324 

Plus Strand HSPs: 

Score = 984 (271.9 bits), Expect = 1.46-76, P = 1.4e-76 

Identities = 252/321 (78%), Positives = 252/321 (78%), Strand = Plus / Plus 

GACATCCAGATGACCCAGTCTCCATCCTCCTTATCTGCCTCTCTGGGACAAAGAGTCAGT 60 

II lllllllllll III II lllllll I lllllllllllllll I lllllll 
GATATCCAGATGACACAGACTATATCCTCCCTCTCTGCCTCTCTGGGAGACAGAGTCACC 60 

CTCACTTGTCGGGCAAGTCAGGACATTGGTATTAACTTACATTGGCTTCAGCAGGAACCA 1 20 

III III lllllllllllllllll I I I III III lllllll Mill 

ATCAGTTGCAGGGCAAGTCAGGACATTAACAATTATTTAAGCTGGTATCAGCAGAAACCA 1 20 
GATGGAACTATTAAACGCCTGATCTACGCCACATCCAGTTTAGGTTCTGGTGTCCCCAAA 1 80 

minimi Mini Milium Mini n in mi n urn i 

GATGGAACTGTTAAACTCCTGATCTACTACACATCAAGATTACATTCAGGAGTCCCATCA 180 



MIIMMIMMM lllllll lllllllllllllllllll I II III Ml 

AGGTTCAGTGGCAGTGGGTCTGGAACAGATTATTCTCTCACCATTACCAACCTGGAGCAA 240 
GAAGATTTTGTAGCCTATTACTGTCTACAATATGCTAGTTCTCCGTACACGTTCGGAGGG 300 

linn in i n i in in i n iiiiiiiiiiiiiiiiiii 

GAAGATGTTGCCACTTACTTTTGCCAACAGGGTAATACGCTTCCGTACACGTTCGGAGGG 300 

GGGACCAAGCTGGAAATAAAA 321 

lllllllllllllllllllll 
GGGACCAAGCTGGAAATAAAA 321 



>gb|S76654|S76654 Ig VL=F30C7 light chain variable region [mice, hybridoma, 
mRNA Partial, 321 nt] . 
Length = 321 

Plus Strand HSPs: 

Score = 984 (271.9 bits), Expect - 1.4e-76, P = 1.4e-76 

Identities = 252/321 (78%), Positives = 252/321 (78%), Strand = Plus / Plus 

GACATCCAGATGACCCAGTCTCCATCCTCCTTATCTGCCTCTCTGGGACAAAGAGTCAGT 60 

II II llllllll llllll MINIM I IIMIMMMIMI I lllllll 

GATATTCAGATGACACAGTCTTCATCCTCCCTGTCTGCCTCTCTGGGAGACAGAGTCACC 60 
CTCACTTGTCGGGCAAGTCAGGACATTGGTATTAACTTACATTGGCTTCAGCAGGAACCA 120 

Ml III IMIIIIMIMI III I I I I III I III lllllll Mill 

ATCAGTTGCAGGGCAAGTCAGGATATTAGCAATTATTTAAACTGGTATCAGCAGAAACCA 1 20 

GATGGAACTATTAAACGCCTGATCTACGCCACATCCAGTTTAGGTTCTGGTGTCCCCAAA 180 

INNNM llllll I 1 1 I M 1 1 1 I llllll II III II II Mill I 
GATGGAACTGTTAAACTCCTGATCTACTACACATCAAGATTACACTCAGGAGTCCCATCA 180 

AGGTTCAGTGGCAGTAGGTCTGGGTCAGATTATTCTCTCACCATCAGCAGCCTTGAGTCT 240 

IMIIIIIMIIIII llllllll llllllllllllllllllllllll III II II 
AGGTTCAGTGGCAGTGGGTCTGGGACAGATTATTCTCTCACCATCAGCAACCTGGAACCT 240 

GAAGATTTTGTAGCCTATTACTGTCTACAATATGCTAGTTCTCCGTACACGTTCGGAGGG 300 

llllll III I II II llll II III II Mil lllllllll I 
GAAGATATTGCCACTTACTATTGTCAGCAGTATAGTAACCTTCCGCTCACGTTCGGTGCT 300 



MMIMMIMM I III 

GGGACCAAGCTGGAGCTGAAA 321 
>gb|M36242|MUSIGLAEW Mouse Ig kappa-chain mRNA V region, partial cds t from 



Query: 


1 


Sbjct: 


1 


Query: 


61 


Sbjct: 


61 


Query: 


121 


Sbjct: 


121 


Query: 


181 


Sbjct: 


181 


Query: 


241 


Sbjct: 


241 


Query: 


301 


Sbjct: 


301 



11D10 Light Chain NUCLEOTIDE - 23. 



hybridoma H2-4C2. 
Length = 321 

Plus Strand HSPs: 

Score = 979 (270.5 bits), Expect = 3.6e-76, P = 3.6e-76 

Identities = 251/320 (78%), Positives = 251/320 (78%), Strand = Plus / Plus 

ACATCCAGATGACCCAGTCTCCATCCTCCTTATCTGCCTCTCTGGGACAAAGAGTCAGTC 61 

I llllfllllfl III II llllllll I lllllllllllllll I IIIIMI 
ATATCCAGATGACACAGACTACATCCTCCCTGTCTGCCTCTCTGGGAGACAGAGTCACCA 61 



in in i iiiiniiii mi i 1 1 1 ill i ill mini linn 



IIMIIII 1 1 1 1 1 1 MINIMI MUM MUM II II MM! II 



1 1 ! J I M I f 1 1 1 1 1 llllllll MMMMMMMMIMIMM III II Ml 



Mill III I II II MM II III I Mill MIIMII M I 



Query: 


2 


Sbjct: 


2 


Query: 


62 


Sbjct: 


62 


Query: 


122 


Sbjct: 


122 


Query: 


182 


Sbjct: 


182 


Query: 


242 


Sbjct: 


242 


Query: 


302 


Sbjct: 


302 



I llllllll II MM III 



>emb|X85995|HSDELIGVJ H. sapiens mRMA for immunoglobulin kappa light chain 
variable region (patient DEL) 
Length = 388 

Plus Strand HSPs: 

Score = 975 (269.4 bits). Expect = 6.4e-76, P = 6.4e-76 

Identities - 251/321 (78%), Positives = 251/321 (78%), Strand = Plus / Plus 

GACATCCAGATGACCCAGTCTCCATCCTCCTTATCTGCCTCTCTGGGACAAAGAGTCAGT 60 

1 1 M I II I M 1 1 1 1 1 1 1 M n 1 1 J 1 1 1 1 1 J I Mill III I III I IIIIMI 



CTCACTTGTCGGGCAAGTCAGGACATTGGTATTAACTTACATTGGCTTCAGCAGGAACCA 1 20 

IIIIMI I III llllllllllll III I I III Mill IIIIMI Mill 



I I I III I IIIIMI MM MIMIIMI I I II Mill 



AGGTTCAGTGGCAGTAGGTCTGGGTCAGATTATTCTCTCACCATCAGCAGCCTTGAGTCT 240 

1 1 J 1 1 J 1 1 1 1 1 III IIIIMM MUM MM llllllllllllllll II II 



GAAGATTTTGTAGCCTATTACTGTCTACAATATGCTAGTTCTCCGTACACGTTCGGAGGG 300 

MIMI III I I llllllll I Ml MM II I III III Mill III 



Query: 


1 


Sbjct: 


67 


Query: 


61 


Sbjct: 


127 


Query: 


121 


Sbjct: 


187 


Query: 


181 


Sbjct: 


247 


Query: 


241 


Sbjct: 


307 


Query: 


301 


Sbjct: 


367 



GGGACCAAGCTGGAAATAAAA 321 

Minim mi n in 



>gb|M84434|HUSIGLAC Mouse rearranged light chain variable region gene sequence. 
Length = 360 



t 



11D10 Light Chain NUCLEOTIDE 



Plus Strand HSPs: 



Score = 975 (269.4 bits). Expect = 6.9e-76, P = 6.9e-76 

Identities = 251/321 (78X), Positives - 251/321 (78%), Strand = Plus / Plus 



Query: 
Sbjct: 
Query: 
Sbjct: 
Query: 
Sbjct: 
Query: 
Sbjct: 
Query: 
Sbjct: 
Query: 
Sbjct: 



1 GACATCCAGATGACCCAGTCTCCATCCTCCTTATCTGCCTCTCTGGGACAAAGAGTCAGT 60 

in ii ii niiii mi ii iiiniii i ifiiiiiiiiniii i mini 

10 GATGTCATGATGACACAGACTACATCCTCCCTGTCTGCCTCTCTGGGAGACAGAGTCACC 69 



61 



120 



CTCACTTGTCGGGCAAGTCAGGACATTGGTATTAACTTACATTGGCTTCAGCAGGAACCA 

, rt in in i iiiiiiiiii mi 1 1 1 1 iii i ii! mill inn 

70 ATCAGTTGCAGTGCAAGTCAGGGCATTAGCAATTATTTAAACTGGTATCAGCATAAACCA 129 



121 



180 



GATGGAACTATTAAACGCCTGATCTACGCCACATCCAGTTTAGGTTCTGGTGTCCCCAAA 

minimi mm iiiiinii mm niiii n n inn i 

130 GATGGAACTGTTAAACTCCTGATCTATTACACATCAAGTTTACACTCAGGAGTCCCATCA 189 

181 AGGTTCAGTGGCAGTAGGTCTGGGTCAGATTATTCTCTCACCATCAGCAGCCTTGAGTCT 240 

1on rillllllillllll IMIIIII llllllllllllllllllllllll III II II 
190 AGGTTCAGTGGCAGTGGGTCTGGGACAGATTATTCTCTCACCATCAGCAACCTGGAACCT 249 

241 GAAGATTTTGTAGCCTATTACTGTCTACAATATGCTAGTTCTCCGTACACGTTCGGAGGG 300 

m hum iii i mil mi niiii i inn iiiimi n 

250 GAAGATGTTGCCACTTATTATTGTCAGCAATATAGTAAGGTTCCGTGGACGTTCGGTGGA 309 

301 GGGACCAAGCTGGAAATAAAA 321 

II llllllllllllll III 
310 GGCACCAAGCTGGAAATCAAA 330 



WARNING: HSPs involving 3196 database sequences were not reported due to the 
limiting value of parameter B = 50. 

Parameters: 
v=100 
B=50 
H=1 

-qtype 
E=10 

-ctxfactor=2.00 



Query 

Strand MatID Matrix name 
+1 0 +5,-4 

-1 0 +5,-4 



As Used 

Lambda K H 

0.192 0.173 0.357 

0.192 0.173 0.357 



Computed 

Lambda K H 
same same same 
same same same 



Query 

Strand MatID 
+1 0 

-1 0 

Statistics: 
Query 

Strand MatID 
+1 0 
-1 0 

Query 

Strand MatID 
+1 0 
-1 0 



Length Eff. Length E S W T X E2 S2 
321 321 10. 116 11 N/A 73 0.022 76 

321 321 10. 116 11 N/A 73 0.022 76 



Expected Observed HSPs HSPs 

High Score High Score Reportable Reported 

123 (34.0 bits) 1533 (423.6 bits) 4005 58 

123 (34.0 bits) 741 (204.8 bits) 18 0 

Neighborhd Word Excluded Failed Successful Overlaps 

Words Hits Hits Extensions Extensions Excluded 

314 56657 18407 32829 5475 85 

314 37893 3357 33503 1084 5 



Database: Non- redundant PDB+GBupda t e+G enBank+EMB L upda t e+EMBL 
Release date: 6:31 AM EST Jan 19, 1996 
Posted date: 6:39 AM EST Jan 19, 1996 

# of letters in database: 449,479,361 

# of sequences in database: 662,343 



11D10 Light Chain NUCLEOTIDE - 30 



# of database sequences satisfying E: 3246 . 
No. of states in DFA: 220 (220 KB) 
Total size of DFA: 228 KB (256 KB) 

Time to generate neighborhood: 0.02u 0.01s 0.03t Real: 00:00:00 
No. of processors used: 3 

Time to search database: 27.36u 3.37s 30.73t Real: 00:00:40 
Total cpu time: 27.49u 3.46s 30.95t Real: 00:00:41 

WARNINGS ISSUED: 2 
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End of Result Set 



□ 



Generate Collection 



Print 



Ll: Entry 1 of 1 



File: USPT 



Aug 14, 2 001 



US -PAT-NO: 6274143 

DOCUMENT -IDENTIFIER: US 62 7414 3 Bl 

TITLE: Methods of delaying development of HMFG-associated tumors using anti - idiotype 
antibody 11D10 

DATE- ISSUED: August 14, 2001 
INVENTOR- INFORMATION : 

NAME CITY STATE ZIP CODE COUNTRY 

Chatterjee; Malaya Lexington KY 4 0502 

Foon; Kenneth A. Lexington KY 4 053 6 

US - CL - CURRENT : 424 / 155.1 ; 424/ 131. 1 , 424 / 138.1 , 424 / 139.1 , 424 / 143 .1 , 424 / 156. 1 , 
424 / 174 . 1 , 530/ 387 .2 



What is claimed is : 

1. A method of delaying development of a human milk fat globule (HMFG) -associated 
tumor in an individual having a low tumor burden of an HMFG-associated tumor, 
comprising administering to the individual an amount of anti -idiotype antibody 
11D10 sufficient to delay development of said HMFG-associated tumor, wherein 11D10 
is produced by a hybridoma cell line deposited at the American Type Culture 
Collection (ATCC) as Accession No. HB 12 020, or progeny thereof, whereby 
development of said HMFG-associated tumor is delayed. 

2. The method of claim 1, wherein the individual is high risk of development of an 
HMFG-associated tumor. 



3 . 


The 


method 


of 


claim 


2, 


wherein 


the individual is in an adjuvant setting. 


4 . 


The 


method 


of 


claim 


1, 


wherein 


11D10 is administered with an adjuvant. 


5 . 


The 


method 


of 


claim 


4, 


wherein 


the adjuvant is aluminum hydroxide. 


6. 


The 


method 


of 


claim 


1, 


wherein 


the HMFG-associated tumor is a breast tumor. 


7 . 
to 


The method 
about 4 mg 


of 


claim 


1, 


wherein 


11D10 is administered in an amount of about 1 


8 . 
mg 


The 


method 


of 


claim 


1, 


wherein 


11D10 is administered in an amount of about 2 


9 . 


The 


method 


of 


claim 


1, 


wherein 


11D10 is administered at weekly intervals. 



10. The method of claim 1, wherein 11D10 is administered every two weeks. 

11. The method of claim 1, wherein 11D10 is heat-treated prior to administration. 

12. A method of treatment of a human milk fat globule (HMFG) -associated tumor in 



CLAIMS : 



lof2 
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an individual with a low tumor burden of an HMFG-associated tumor, comprising 
administering to the individual an amount of anti- idiotype antibody 11D10 
sufficient to treat said HMFG-associated tumor, wherein 11D10 is produced by a 
hybridoma cell line deposited at the American Type Culture Collection (ATCC) as 
Accession No. HB 1202 0, or progeny thereof, whereby said HMFG-associated tumor is 



treated, 
















13 . 
an 


. The 
HMFG- 


method of claim 12, 
-associated tumor. 


wherein 


the individual is high risk of development of 


14 . 


, The 


method 


of 


claim 


13, 


wherein 


the individual is in an adjuvant setting. 


15. 


. The 


method 


of 


claim 


12, 


wherein 


11D10 is administered 


with an adjuvant. 


16 . 


. The 


method 


of 


claim 


15, 


wherein 


the adjuvant is aluminum hydroxide. 


17 . 


, The 


method 


of 


claim 


12, 


wherein 


the HMFG-associated tumor is a breast tumor. 


18 . 
mg 


. The method of 
to about 4 mg. 


claim 


12, 


wherein 


11D10 is administered 


in an amount of about 1 


19. 
mg , 


. The 


method 


of 


claim 


12, 


wherein 


11D10 is administered 


in an amount of about 2 


20 . 


, The 


method 


of 


claim 


12, 


wherein 


11D10 is administered 


at weekly intervals . 


21, 


. The 


method 


of 


claim 


12, 


wherein 


11D10 is administered 


every two weeks . 


22 . 


. The 


method 


of 


claim 


12, 


wherein 


11D10 is heat-treated 


prior to administration. 


2 3 . The method of 
region amino acid 


claim 1, 
sequences 


wherein the antibody has light and heavy chain variable 
in SEQ ID NO: 2 and SEQ ID NO : 4 , respectively. 


24 . 


, The 


method 


of 


claim 


12, 


wherein 


the antibody has light and heavy chain 



variable region amino acid sequences in SEQ ID NO: 2 and SEQ ID NO:4, respectively. 
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